Match length 


99 


% identity 


45 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


296324 


Seq. ID 


LIB3088-045-Q1-K1-H6 


Method 


BLASTN 




rr*^ft 9 1 IRfl 
yOO £ 1 / OU 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


296325 


Seq. ID 


LIB3088-04 6-Q1-K1-A7 


Method 


BLASTN 




y •j j jl o l. o 


BLAST score 


41 


E value 


8.0e-14 


Match length 


73 


% identity 


89 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


296326 


Seq. ID 


LIB3088-04 6-Q1-K1-B1 


Method 


BLASTN 




y x 3 :?u *± 


BLAST score 


73 


E value 


3.0e-33 


Match length 


165 


% identity 


87 


NCBI Description 


Maize mitochondrial cytochrome b gene 


Seq. No. 


296327 


Seq. ID 


LIB3088-046-Q1-K1-C11 


Method 


BLASTN 


mpdt r*T 




BLAST score 


84 


E value 


1.0e-39 


Match length 


136 


% identity 


94 


NCBI Description 


Zea mays 6-phosphogluconate dehydrogenase gene, parti. 


Seq. No. 


296328 


Seq. ID 


LIB3088-04 6-Q1-K1-E8 


Method 


BLASTX 






BLAST score 


202 


E value 


8.0e-20 


Match length 


76 


% identity 


64 


NCBI Description 


(AC004 4 82) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


296329 


Seq. ID 


LIB3088-04 6-Q1-K1-F11 


Method 


BLASTX 



41501 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%-. identity 

NiBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No'. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2842493 
155 

3.0e-10 

51 

55 

(AL02174 9) predicted protein [Arabidopsis thaliana] 
296330 

LIB3088-04 6-Q1-K1-F2 

BLASTX 

g2062405 

180 

3.0e-13 

74 

47 

(U79011) cytochrome b5 [Borago officinalis] 
296331 

LIB3088-04 6-Q1-K1-F9 

BLASTN 

g397395 

152 

3.0e-80 

164 

98 

Z.mays MNBlb mRNA for DNA-binding protein 
296332 

LIB3088-046-Q1-K1-G5 

BLASTX 

g2736147 

150 

8.0e-10 

39 

79 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAH1 [Arabidopsis thaliana] 

296333 

LIB3088-04 6-Q1-K1-H10 

BLASTX 

g2245036 

272 

6.0e-24 

111 

60 

(Z97342) triacylglycerol lipase homolog [Arabidopsis 
thaliana] 

296334 

LIB3088-047-Q1-K1-D2 

BLASTX 

gl574938 

235 

1.0e-19 
57 



41502 



# 



• 



% identity 

NCBI Description (U34726) superoxide dismutase 4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.~ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296335 

LIB3088-047-Q1-K1-D5 

BLASTX 

g927577 

154 

3.0e-10 

75 

40 

(U12927) alpha-galactosidase [Phaseolus vulgaris] 
296336 

LIB3088-047-Q1-K1-E9 

BLASTX 

g3785995 

510 

7.0e-52 

114 

80 

(AC0054 99) unknown protein [Arabidopsis thaliana] 
296337 

LIB3088-047-Q1-K1-F3 

BLASTX 

g2632105 

405 

1.0e-39 

96 

78 

(298760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

296338 

LIB3088-047-Q1-K1-H9 

BLASTX 

g2827139 

191 

6.0e-15 

71 

56 

(AF027172) cellulose synthase catalytic subunit. 
[Arabidopsis thaliana] >gi_404 934.3_emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 

296339 

LIB3088-04 9-Q1-K1-C2 

BLASTX 

g2632252 

176 

1.0e-12 

52 

63 

(Y12464) serine/threonine kinase [Sorghum bicolor] 



41503 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296340 

LIB3088-04 9-Ql-Kl^El 

BLASTX 

g3927831 

203 

8.0e-16 
108 
48 

(AC005727) 
thaliana] 



similar to mouse ankyrin 3 [Arabidopsis 



296341 

LIB3088-04 9-Q1-K1-F5 

BLASTX 

gl705585 

305 

5.0e-28 
96 

69 * 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) 

>gi_82710_pir JH0667 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) C3-form - maize >gi_42914 9_emb_CAA43709_ (X61489) 
phosphoenolpyruvate carboxylase [Zea mays] 

296342 ' ' ^ 

LIB3088-04 9-Q1-K1-F7 

BLASTN 

g2668741 

151 

1.0e-79 

227 

92 

Zea mays glycine-rich RNA binding protein (GRP) mRNA, 
complete cds 

296343 

LIB3088-050-Q1-K1-A7 

BLASTX 

g3309086 

298 

4.0e-27 

93 

67 

(AF076253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] 

296344 

LIB3088-050-Q1-K1-C2 

BLASTX 

g729671 

200 

7.0e-16 

66 

70 

HISTONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 



41504 



Seq. No. 


296345 


Seq. ID 


LIB3088-050-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


g22484 


BLAST score 


73 


E value 


7 . Oe-33 


Match length 


213 


% identity 


84 


NCBI Description 


Z.mays RNA for superoxide dismutase Sod4A 


Seq. No. 


296346 


Seq. ID 


LIB3088-050-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g538607 


BLAST score 


164 


E value 


3.0e-14 


Match length 


70 


% identity 


67 


NCBI Description 


superoxide dismutase (EC 1.15.1.1) (Cu-Zn) 4A - maize 




>gi_1885354 (U34727) superoxide dismutase 4A [Zea mays] 


Seq. No. 


296347 


Seq. ID 


LIB3088-050-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4586265 


BLAST score 


160 


E value 


6.0e-ll - 


Match length 


105 


% identity 


34 


NCBI Description 


(AL049640) putative protein [Arabidopsis thaliana] 


Seq. No. 


296348 


Seq. ID 


LIB3088-050-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g663070 


BLAST score 


330 


E value 


8.0e-31 


Match length 


96 .' 


% identity 


76 


NCBI Description 


(X77806) histone H4 [Pyrenomonas salina] 


Seq. No. 


296349 


Seq. ID 


LIB3088-058-Q1-K1-A2 


Method 


BLASTN 


NCBI GI 


g22356 


BLAST score 


86 


E value 


1.0e-40 


Match length 


186 


% identity 


87 


NCBI Description 


Maize mRNA for light-harvesting chlorophyll a/b binding 




protein LHCP 


Seq. No. 


296350 


Seq. ID 


LIB3088-058-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl346809 


BLAST score 


258 



41505 



E value 
Match length 
% identity 
NCBI Description 



1.0e-22 

75 

65 

PATHOGEN -RELATED PROTEIN >gi_4 99074_emb_CAA34 641_ (X16648) 
pathogenesis related protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



296351 

LIB3088-058-Q1-K1-B6 

BLASTX 

g3128209 

228 

2.0e-19 

117 
54 

(AC004077) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296352 

LIB3115-001-Q1-K1-B8 
■ BLASTX 
g461999 
156 

3.0e-10 

39 

79 

ELONGATION FACTOR G, CHLOROPLAST PRECURSOR (EF-G) 
296353 

LIB3115-001-Q1-K1-C8 

BLASTX 

g4504771 

318 

2.0e-29 
.85 
66 

integrin beta 4 binding protein 

>gi_3122258_sp_P56537_IF6_HUMAN EUKARYOTIC TRANSLATION 
INITIATION FACTOR 6 (EIF-6) (B4 INTEGRIN INTERACTOR) (CAB) 
>gi_2809383 (AF022229) translation initiation factor 6 
[Homo sapiens] >gi_2910997_emb_CAA72243_ (Y11435) b4 
integrin interactor [Homo sapiens] >gi_3335506 (AF047433) 
b(2)gcn homolog [Homo sapiens] 

296354 

LIB3115-0.01-Q1-K1-D7 

BLASTN 

g531828 

43 

5.0e-15 

79 

89 

Cloning vector pSportl, complete cds 
296355 

LIB3115-001-Q1-K1-E3 

BLASTX 

g2827704 

200 



41506 



E value 
Match- length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

63 

57 

(AL021684) LRR-like protein [Arabidopsis thaliana] 
296356 

LIB3115-001-Q1-K1-E6 
BLASTX 

gl41597 •, 
285 

3.0e-36 

150 

62 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea may's] 





Seq. No. 


296357 


4f 


Seq. ID 


LIB3115-001-Q1-K1-G9 


01 


Method 


BLASTX 


CO 


NCBI GI 


g217909 




BLAST score 


272 


Q 


E value 


4.0e-24 






1 01 

X \J f 


pa 


% identity 


56 


EH 


NCBI Description 


(D14044) glycolate oxidase [Cucurbita 


y= 


Seq. No. 


296358 




Seq. ID 


LIB3115-002-Q1-K1-A2 




Method 


BLASTX 


z 


NCBI GI 


g2911076 


Q 


BLAST score 


151 




E value 


1.0e-09 




Match length 


45 




% identity 


62 




NCBI Description 


(AL021960) putative protein [Arabidops 




Seq. No. 


296359 




Seq. ID 


LIB3115-002-Q1-K1-B1 




Method 


BLASTN 




NCBI GI 


g2665839 




BLAST score 


92 




E value 


3.0e-44 




Match length 


367 




% identity 


82 




NCBI Description 


Zea mays putative histone deacetylase ; 






cds 




Seq. No. 


• 296360 




Seq. ID 


LIB3115-002-Q1-K1-B9 




Method 


BLASTX 




NCBI GI 


g3386621 




BLAST score 


241 




E value 


2.0e-20 




Match length 


62 




% identity 


71 



41507 



NCBI Description 



(AC004665) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296361 

LIB3115-002-Q1-K1-F8 

BLASTX 

g2511574 

181 

3.0e-13 

108 

47 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PAB1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



296362 

LIB3115-002-Q1-K1-G2 

BLAST N 

g3043528 



BLAST score 


292 


E value 




Match length 


353 


% identity 


98 


NCBI Descriptic-n 


Zea mays mRNA for flavin containing polyamine oxidasi 


Seq. No. 


296363 


Seq. ID 


LIB3115-003-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g445612 


BLAST score 


234V 


E value 


8.0e-20 


Mdtcn ±engnn 




% identity 


53 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


296364 


Seq. ID 


LIB3115-003-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3928150 


BLAST score 


222 


E value 


4.0e-18 


Match length 


66 


% identity 


61 


NCBI Description 


(AJ131049) hypothetical protein [Cicer arietinum] 


Seq. No. 


296365 


Seq. ID 


LIB3115-005-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4185740 


BLAST score 


444 


E value 


4.0e-44 


Match length 


150 


% identity 


62 


NCBI Description 


(AF079999) putative glutamate receptor [Arabidopsis 




thaliana] 


Seq. No. 


296366 


Seq. ID 


LIB3115-005-Q1-K1-F2 



41508 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll22315 

200 

8.0e-16 

97 

51 

(X94191) heat shock protein 17, 



,296367 

" LIB3115-005-Q1-K1-F9 
BLAST N 
g2623247 
81 

1.0e-37 

157 

98 

Zea mays SU1 isoamylase 



0 [Pennisetum glaucum] 



(sugaryl) gene, complete cds 



296368 

LIB3115-005-Q1-K1-H11 

BLASTN 

g22292 

50 

2.0e-19 

82 

90 

Z.mays mRNA for glycine-rich protein 
296369 

LIB3115-005-Q1-K1-H6 

BLASTX 

g2668742 

422 

2.0e-41 

86 

95 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
296370 

LIB3115-006-Q1-K1-C10 

BLASTX 

g2088647 

195 

6.0e-20 

98 

54 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296371 

LIB3115-006-Q1-K1-C2 

BLASTX 

g730588 

187 

1.0e-14 
64 



41509 



% identity 

NCBI Description 



59 

MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L5 



Seq. No. 


296372 


Seq. ID 


LIB3115-006-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4510385 


BLAST score 


280 


E value 


7.0e-25 


Match length 


129 


% identity 


48 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Seq. No. 


296373 


Seq. ID 


LIB3115-006-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4510385 


BLAST score 


271 


E value 


7.0e-24 


Match length 


94 


% identity 


62 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Seq. No. 


296374 


Seq. ID 


LIB3115-006-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4512651>" 


BLAST score 


261 


E value 


1.0e-22 


Match length 


110 


% identity 


43 


NCBI Description 


(AC007048) putative tyrosine transaminase [Arabidopsis 




thaliana] 


Seq. No. 


296375 


Seq. ID 


LIB3115-006-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g!403523 


BLAST score 


42 


E value 


7.0e-15 


Match length 


66 


% identity 


91 


NCBI Description 


Plasmid pIJ2581 tsr & glkA genes 


Seq. No. 


296376 


Seq. ID 


LIB3115-006-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


g22537 


BLAST score 


86 


E value 


9.0e-41 


Match length 


229 


% identity 


88 


NCBI Description 


Maize mRNA for zein polypeptide (clone M6) 


Seq. No. 


296377 


Seq. ID 


LIB3115-006-Q1-K1-H3 


Method 


BLASTN 



41510 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22445 
109 

2.0e-54 

232 

88 

Zea mays ZMPMS1 gene for 19 kDa zein protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296378 

LIB3115-007-Q1-K1-A3 

BLASTX 

g4490706 

320 

9.0e-30 

81 

81 

(AL035680) putative protein [Arabidopsis thaliana] 



f=1 


Seq. No. 


296379 




Seq. ID 


LIB3115-007-Q1-K1-G5 




Method 


BLASTX 


En 


NCBI GI 


g4455190 




BLAST score 


143 




E value 


5.0e-09 




Match length 


y u 


3 - 


% identity 


40 




•' NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


5 


Seq. No. 


296380 




Seq. ID 


LIB3115-007-Q1-K1-H5 




Method 


BLASTN 




NCBI GI 


gl944204 




BLAST score 


40 


Is* 


E value 


3.0e-13 


Q 


Match length 


56 




% identity 


93 




NCBI Description 


Oryza sativa mRNA for RicMT, complete cds 




Seq. No. 


296381 




Seq. ID 


LIB3115-008-Q1-K1-A9 




Method 


BLASTX 




NCBI GI 


g3860020 




BLAST score 


245 




E value 


6.0e-21 




Match length 


113 




% identity 


46 




NCBI Description 


(AF091091) unknown [Homo sapiens] 




Seq. No. 


296382 




Seq. ID 


LIB3115-008-Q1-K1-C8 




Method 


BLASTN 




NCBI GI 


gl377914 




BLAST score 


35 




E value 


9.0e-ll 




Match length 


59 




% identity 


90 




NCBI Description 


Cloning vector pEGFP-Cl, complete sequence, enhanced 



fluorescent protein (egfp) and neomycin phosphotransferase 



41511 



genes, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296383 

LIB3115-008-Q1-K1-D10 

BLASTX 

g3298540 

167 

4.0e-12 

64 

55 

(AC004 681) unknown protein [Arabidopsis thaliana] 
296384 

LIB3115-008-Q1-K1-D2 

BLASTX 

g82696 

238 

3.0e-20 

51 

88 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

296385 

LIB3115-008-Q1-K1-G7 

BLASTX 

gl345881 

280 

5.0e-25 

98 

56 

CYTOCHROME B5 >gi_1076743_pir S4 6307 cytochrome b5 - rice 

>gi_414705_emb_CAA53366_ (X75670) cytochrome b5 [Oryza 
sativa] 

296386 

LIB3115-008-Q1-K1-H9 

BLASTX 

gl68701 

150 

1.0e-20 

68 

82 

(M60837) zein [Zea mays] 
296387 

LIB3115-009-Q1-K1-B2 

BLASTX 

g517500 

154 

2.0e-10 

75 

56 

(M87435) precursor of the oxygen evolving complex 17 kDa 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 

OE17 protein [Pisum sativum] 



41512 



Seq. No. 


296388 


Seq. ID 


LIB3115-009-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


a4539002 


BLAST score 


200 


E value 


1.0e-15 


Match length 


75 


% identity 


59 


NCBI Description 


(ALG49481) putative protein [Arabidopsis 


Seq. No. 


296389 


Seq. ID 


LIB3115-009-Q1-K1-D3 


Method 


BLASTN 


NPRT GT 


y <j *j ^ *j *j *j 


BLAST score 


207 


E value 


1.0e-113 


Match length 


307 


% identity 


92 


NCBI Description 


Z.mays mRNA for metallothionein 


Seq. No. 


296390 


Seq. ID 


LIB3115-009-Q1-K1-E12 . 


Method 


BLASTN 


NCBI GI 


al68704 


BLAST score 


72 


E value 


1.0e-32. - 


Match length 


128 


% identity 


89 


NCBI Description 


Zea mays zein protein gene, complete cds 


Seq. No. 


296391 


Seq. ID 


LIB3115-009-Q1-K1-F1 


Method 


BLASTX 


NCBT GT 


a2832243 


BLAST score 


222 


E value 


4.0e-18 


Match length 


106 


% identity 


55 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays; 


Seq. No. 


296392 


Seq. ID 


LIB3115-009-Q1-K1-F10 


Method 


BLASTX 


NCR! GT 


a520570 

y >j £. \j i \j 


BLAST score 


438 


E value 


2.0e-43 


Match length 


119 


% identity 


71 


NCBI Description 


(U12315) peroxidase [Cenchrus ciliaris] 


Seq. No. 


296393 


Seq. ID 


LIB3115-009-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


158 


E value 


1.0e-10 


Match length 


78 



41513 



% identity 

NCBI Description 



40 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 


296394 


Seq. ID 


LIB3115-010-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g397395 


BLAST score 


97 


E value 


2.0e-47 


Match length 


157 


% identity 


90 


NCBI Description 


Z.mays MNBlb mRNA for DNA- 


Seq. No. 


296395 


Seq. ID 


LIB3115-010-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll73275 


BLAST score 


204 


E value 


1.0e-18 


Match length 


88 


% identity 


64 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X86563) ribosomal 
protein S7 [Zea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 

296396 

LIB3115-010-Q1-K1-C12 

BLASTN 

g998429 

51 

3.0e-20 

67 

94 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 

296397 

LIB3115-010-Q1-K1-C2 

BLASTX 

g2668742 

284 

1.0e-25 

81 

73 

(AF034945) glycine-rich RNA binding protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296398 

LIB3115-010-Q1-K1-E12 

BLASTN 

g998429 

79 

1.0e-36 

244 

83 



41514 



NCBI Description 



GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296399 

LIB3115-010-Q1-K1-F4 

BLASTX 

g82733 

330 

8.0e-31 

102 
70 

ubiquitin fusion protein UBF9 - maize >gi_168651 (M68937) 
ubiquitin fusion protein [Zea mays] >gi_902527 (U29161) 
ubiquitin fusion protein [Zea mays] 

>gi_1589388_prf 2211240B ubiquitin fusion protein [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ( Description 



296400 

LIB3115-010-Q1-K1-G1 

BLASTN 

g454880 

62 

3.0e-26 

92 

92 

Rice mRNA for* WSI724 protein induced by water stress, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296401 

LIB3115-010-Q1-K1-G12 

BLASTX 

g2947070 

155 

9.0e-ll 

55 

58 

(AC002521) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296402 

LIB3115-010-Q1-K1-H11 

BLASTN 

gl673455 

40 

1.0e-13 

56 

93 

Z.mays rubisco small subunit gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296403 

LIB3115-010-Q1-K1-H3 

BLASTX 

gl41603 

269 

9.0e-24 

80. 
70^ 



41515 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_J72311 jdr ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

296404 

LIB3115-011-Q1-K1-C7 

BLASTN 

gl68579 

219 

1.0e-120 

275 

95 

Maize pyruvate, orthophosphate dikinase mRNA, complete cds 
296405 

LIB3115-011-Q1-K1-E3 

BLASTX 

g551047 

413 

8.0e-41 

97 

80 

(X79277) type II LHCI [Lolium temulentum] 
296406 

LIB3115-011-Q1-K1-H3 

BLASTX 

gl778141 

275 

1.0e-24 

99 

55 

(U66321) phosphate/phosphoenolpyruvate translocator 
precursor; PPT [Arabidopsis thaliana] 

296407. 

LIB3li5-012-Ql-Kl-C3 

BLASTX* 

gl237250 

222 

2.0e-18 

82 

50 

(X96784) cytochrome P450 [Nicotiana tabacum] 
296408 

LIB3115-012-Q1-K1-C6 

BLASTX 

g2738248 

298 

4.0e-27 

95 

63 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 



296409 



41516 



Seq. ID 


LIB3115-012-Q1-K1-D10 


Method 


BLASTN 


NCBI GI 


g3355716 


BLAST score 


154 


E value 


3.0e-81 


Match length 


191 


% identity 


95 


NCBI Description 


Zea mays mRNA for seryl-tRNA synthetase 


Seq. No. 


296410 


Seq. ID 


LIB3115-012-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g629862 


BLAST score 


260 


E value 


1.0e-22 


Match length 


121 


% identity 


51 


NCBI Description 


zein Zdl, 19K - maize >gi_535021_emb_CAA47640 




zein Zdl ,(19 kDa zein) [Zea mays] 


Seq. No. 


296411 


Seq. ID 


LIB3115-013-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


179 


E value 


3.0e-13 


Match length 


82 


% identity 


51 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


296412 


Seq. ID 


LIB3115-013-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2564920 


BLAST score 


178 


E value 


4.0e-13 


Match length 


" 50 


% identity 


70 


NCBI Description 


(AF025951) heat-shock cognate protein 70; Hsc 




[Dictyostelium discoideum] 


Seq. No. 


296413 


Seq. ID 


LIB3115-013-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4098880 


BLAST score 


312 


E value 


8.0e-29 


Match length 


72 



% identity 

NCBI Description 



85 

(U80970) heat shock protein 70B/SSB1 [Pneumocystis carinii 
f. sp. hominis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296414 

LIB3115-013-P1-K1-E5 

BLASTX 

gl68586 

226 



41517 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-19 

56 

80 

(M58656) pyruvate, orthophosphate dikinase [Zea mays] 
296415 

LIB3115-013-P1-K1-E9 

BLASTX 

gl723506 

242 

2.0e-20 

121 

40 

HYPOTHETICAL PROTEIN C19G10.16 IN CHROMOSOME I 
>gi_1216256_emb_CAA93798_ (Z69909) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 


296416 


Seq. ID 


LIB3115-013-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


590 


E value 


2.0e-61 


Match length 


119 


% identity 


94 


NCBI Description 


(AF049110) prpol [Zea mays] 


Seq. No. 


296417 


Seq. ID 


LIB3115-013-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


211 


E value 


2.0e-17 


Match length 


62 


% identity 


68 


NCBI Description 


19K zein precursor (clone Z 




>gi_809117_emb_CAA24720_ (V 


Seq. No. 


296418 


Seq. ID 


LIB3115-013-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2506443 


BLAST score 


338 


E value 


1.0e-31 


Match length 


78 


% identity 


87 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE 



zein [Zea mays] 



[YDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520j?ir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 



Seq. No.. 



296419 



41518 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3115-014-P1-K1-B3 

BLASTX 

gll5779 

293 

4.0e-27 

99 

67 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB)- (LHCP) >gi 81772 pir -JA0179 chlorophyll a/b-binding 
protein precursor - soybean (fragment) >gi_169933 (M21396) 
chlorophyll a/b-binding protein precursor [Glycine max] 



Seq. No. 


296420 


Sea TD 


LIB3115-014-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


218 


E value 


1.0e-17 


Match length 


103 


% identity 


50 


NCBI' Description 


(AF031569) 22-kDa alpha zein 8 


Seq. No. 


296421 


Seq. ID 


LIB3115-014-P1-K1-B9 




O IxriO X Vt 


NCBI GL'.. 


g236729 


BLAST score 


54 


E value 


1.0e-21 


Match length 


70 


% identity 


94 


NCBI Description 


metallothionein homologue [Zea 


Seq. No. 


296422 


Seq. ID 


LIB3115-014-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g20733 


BLAST score 


226 


E value 


3.0e-19 


Match . ..length 


66 


% identity 


73 


NCBI Description 


(X15188) precursor C-terminal 




[Pisum sativxam] 


Seq. No. 


296423 


Seq. ID 


LIB3115-014-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4106577 


BLAST score 


206 


E value 


4.0e-16 


Match length 


76 


% identity 


57 


NCBI Description 


(AL031866) ORF10, len: 268 aa 



[Zea mays] 



(AA -80 to 367) 



hutG, highly similar to 
N~formylglutamate amidohydr o las e, from Pseudomonas putida 
AF032970_3, Fasta scores: opt: 1057, E(): 0, 59.6% identity 
in 260 aa overlap [Yersinia pestis] 



Seq. No. 



296424 



41519 





Seq. ID 


LIB3115-014-P1-K1-D10 




Method 


BLASTN 




NCBI GI 


g2645165 




BLAST score 


49 




E value 


1.0e-18 




Match length 


73 




% identity 


92 




NCBI Description 


Oryza sativa mRNA, similar to ribosomal protein 




Seq. No. 


296425 




Seq. ID 


LIB3115-014-P1-K1-D3 




Method 


BLASTX 




NCBI GI 


gl723177 




BLAST score 


215 




E value 


2.0e-17 




Match length 


82 




% identity 


50 




NCBI Description 


HYPOTHETICAL 13.8 KD PROTEIN SLR0709 


=- — : 




>gi 1361332 pir S56682 hypothetical protein 2 - 






Synechocystis sp >gi_1006602_dbj_BAA10755_ (D'64005) 


m 




hypothetical protein [Synechocystis sp.] 






>gi_1006750_emb_CAA54600_ (X77454) ORF2 [Synechocyst 




Seq. No. 


296426 




Seq. ID 


LIB3115-014-P1-K1-E5 




Method 


BLASTN 


fn 


NCBI GI 


g3819345 


a 


BLAST score 


62 




E value 


3.0e-26 




Match length 


218 




% identity 


82 


- 

o 


NCBI Description 


Hordeum vulgare genomic DNA fragment; clone MWG0803 


Q 


Seq. No. 


296427 


□ 


Seq. ID 


LIB3115-015-P1-K1-C4 




Method 


BLASTN 




NCBI GI 


g532622 




BLAST score 


38 




E value 


6.0e-12 




Match length 


165 




% identity 


91 




NCBI Description 


Zea mays lipase (LIP) mRNA, complete cds 




Seq. No. 


296428 




Seq. ID 


LIB3115-015-P1-K1-F11 




Method 


BLASTN 




NCBI GI 


g22548 




BLAST score 


54 




E value 


4.0e-22 




Match length 


58 




% identity 


98 




NCBI Description 


Maize chimeric zein/beta-phaseolin gene 3 'end region 




Seq. No. 


296429 




Seq. ID 


LIB3115-015-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g2262105 



41520 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



195 

6.0e-15 

61 

61 

(AC002343) unknown protein [Arabidopsis thaliana] 
296430 

LIB3115-015-P1-K1-F5 

BLASTX 

g542176 

252 

1.0e-21 

111 

51 

probable finger protein WZF1 - wheat 

>gi_485814_dbj_BAA03901_ (D16415) WZF1 [Triticum aestivum] 
>gi_485816_dbj_BAA03902_ (D16416) WZF1 [Triticum aestivum] 

296431 

LIB3115-015-P1-K1-G1 

BLASTX 

gll2994 

212 

1.0e-17 

46 

91 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

296432 

LIB3115-016-P1-K1-B4 

BLASTX 

g4455232 

236 

3.0e-21 

88 

60 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296433 

LIB3115-016-P1-K1-D12 

BLASTX 

g2145477 

229 

1.0e-26 

123 

58 

(X91406) phosphoenolpyruvate carboxylase [Tillandsia 
usneoidesj 



Seq. No. 
Seq. ID 
Method 



296434 

LIB3115-016-P1-K1-F5 
BLASTX 



41521 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2612826 
181 

2.0e-13 

57 

68 

(AJ002731) ribosomal protein s30 [Schizosaccharomyces 
pombe] >gi_4581509_emb_CAA17057.2_ (AL021839) ribosomal 
protein s30 [Schizosaccharomyces pombe] 





Seq. No. 


296435 




Seq. ID 


LIB3115-017-P1-K1-A8 




Method 


BLASTN 




NCBI GI 


gl68436 




BLAST score 


56 




E value 


6.0e-23 




Match length 


60 




% identity 


98 




NCBI Description 


Zea mays catalase (Cat3) gene, 


y3 


Seq. No. 


296436 


srirz 

5£ s 


Seq. ID 


LIB3115-017-P1-K1-C1 


HJ 


Method 


BLASTX 




NCBI GI 


gl710752 




BLAST score 


217 




E value 


1.0e-17 




Match length 


102 




% identity 


45 




NCBI Description 


PROBABLE 4 OS RIBOSOMAL PROTEIN 



5 >gi_1118105 (U41558) 
coded for by C. elegans cDNA CEMSA31R; coded for by C. 
elegans cDNA ykll6e4.5; coded for by C. elegans cDNA 
yk94bll.5; coded for by C. elegans cDNA yk90dl.5; coded for 
by C. elegans cDNA CEESK93F; coded for by C. elegans cDNA 
yk94bl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296437 

LIB3115-017-P1-K1-D3 

BLASTX 

g4582468 

188 

3.0e-14 

65 

58 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296438 

LIB3115-017-P1-K1-E11 

BLASTN 

g3550984 

71 

1.0e-31 

151 

87 

Oryza sativa mRNA for OsS5a, 



complete cds 



Seq. No. 
Seq. ID 



296439 

LIB3115-017-P1-K1-E4 



41522 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl835731 

195 

6.0e-15 

72 

56 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
296440 

LIB3115-017-P1-K1-E5 

BLASTX 

gl709619 

214 

3.0e-17 

75 

64 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN G L YCOT RAN SFE RASE 
(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 

>gi_214 6814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 

296441 

LIB3115-018-P1-K1-A6 

BLASTX 

g3522929 

438 

1.0e-43 

97 

84 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

296442 

LIB3115-018-P1-K1-A7 

BLASTX 

g3522929 

165 

1.0e-ll 

46 

72 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309)- putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

296443 

LIB3115-018-P1-K1-B7 

BLASTX 

g2827992 

273 

4.0e-24 

89 

54 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 



41523 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296444 

LIB3115-018-P1-K1-F10 

BLASTN 

g3450892 

55 

3.0e-22 

75 

93 

Avena fatua ras-like small monomeric GTP-binding protein 
(SARI) mRNA, complete cds 



Seq. No. 


296445 


Seq. ID 


LIB3115-018-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4455254 


BLAST score 


154 


E value 


3.0e-10 


Match length 


72 


% identity 


49 


NCBI Description 


(AL035523) putative ; 


Seq. No. 


296446 


Seq. ID 


LIB3115-019-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl750404 


BLAST score 


169 


E value 


6.0e-12 


Match length 


60 


% identity 


52 


NCBI Description 


(U80953) Similar to 



: ribosomal protein S29; coded for by 
C. elegans cDNA cml0c2; coded for by C. elegans cDNA 
yk61d8.5; coded for by C. elegans cDNA ykl07e8.5; coded for 
by C. elegans cDNA CEESF55F; coded for by C. elegans cDNA 
ykl07e8.3; 



Seq. No. 


296447 


Seq. ID 


LIB3115-020-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g551047 


BLAST score 


215 


E value 


8.0e-18 


Match length 


58 


% identity 


72 


NCBI Description 


(X79277) type II LHCI [Lolium temulehtum] 


Seq. No. 


296448 


Seq. ID 


LIB3115-020-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


210 


E value 


3.0e-17 


Match length 


65 


% identity 


63 


NCBI Description 


(U91995) Argonaute protein [Arabidopsis thaliana] 


Seq. No. 


296449 


Seq. ID 


LIB3115-020-P1-K1-B8 



41524 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g730536 

164 

2.0e-ll 

76 

46 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 
protein subunit L17 [Nicotiana tabacum] - 



60S ribosomal 



296450 

LIB3115-020-P1-K1-D5 

BLASTX 

g2494417 

254 

4.0e-22 

75 

72 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_1364071_pir S57717 fructose-1, 6-bisphosphatase (EC 

3.1.3.11) - sugarcane hybrid H65-7052 
>gi_895909_emb_CAA61409.1_ (X89006) fructose-1, 
6-bisphosphatase [Saccharum hybrid cultivar H65-7052] 

296451 

LIB3115-020-P1-K1-E5 

BLASTN 

g2431766 

115 

7.0e-58 

190 

92 

Zea mays acidic ribosomal protein P3a (rpp3a) mRNA, 
complete cds 



296452 

LIB3115-021-P1-K1-C5 

BLASTX 

g266578 

241 

2.0e-20 

56 

77 

METALLOTH I ONE IN-LIKE PROTEIN 
metallothionein-like protein 



>gi_100898_pir S17560 

maize >gi_236730_bbs_57 629 
(S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

296453 

LIB3115-021-P1-K1-D9 

BLASTX 

g3080425 

287 " 
6.0e-26 



41525 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

83' 

(AL022604) putative protein [Arabidopsis thaliana] 
296454 

LIB3115-021-P1-K1-G9 

BLASTX 

g3914465 

187 ' * 

3.0e-14 

83 

54 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_2981207 (AF052076) photosystem I complex PsaH subunit 
precursor [Zea mays] 

296455 

LIB3115-021-P1-K1-H1 

BLASTX 

gll5786 

231 

2.0e-19 

61 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_j>ir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

296456 

LIB3115-021-P1-K1-H3 

BLASTX 

g2827548 

409 

4.0e-40 

131 

56 

(AL021635) cytochrome P450 - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 1 length 

% identity 

NCBI Description 



296457 

LIB3115-022-P1-K1-C2 

BLASTX 

g2911043 

176 

8.0e-13 

75 

43 

(AL021961) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296458 

LIB3115-022-P1-K1-E9 

BLASTX 

gl66410 

379 

1.0e-36 



41526 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 
66 

(L07291) 



Alfin-1 [Medicago sativa] 



296459 

LIB3115-023-P1-K1-B8 

BLASTX 

g485518 

312 

6.0e-29 

60 

100 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj_BAA02154_ (D12629) ubiquitin/ribosomal 
polyprotein [Oryza sativa] 

296460 

LIB3115-023-P1-K1-E10 

BLASTX 

g4115913 

150 

3.0e-10 

61 

43 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=307.1, E=2.2e-88, 
N=l) [Arabidopsis thaliana] >gi_4 5394 09_emb_CAB4 0042 . 1_ 
(AL04 9524) putative flavanone 3-beta-hydroxylase 
[Arabidopsis thaliana] 



Seq. No. 


296461 


Seq. ID 


LIB3115-023-P1-K1 


Method 


BLASTN 


NCBI GI 


gl68436 


BLAST score 


61 


E value 


7.0e-26 


Match length 


111 


% identity 


90 


NCBI Description 


Zea mays catalase 


Seq. No. 


296462 


Seq. ID 


LIB3115-023-P1-K1 


Method 


BLASTX 


NCBI GI 


g4506621 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


49 


% identity 


63 


NCBI Description 


ribosomal protein 



Seq. No. 
Seq. ID 



RIBOSOMAL PROTEIN L26 >gi_423068_pir S33713 ribosomal 

protein L26 - human >gi_1071990jpir S48.864 gene L26 

protein - mouse >gi_36115_emb_CAA4 9189_ (X69392) ribosomal 
protein L26 [Homo sapiens] >gi_565624_emb_CAA56716_ 
(X80699) L26 [Mus musculus] 

296463 

LIB3115-024-P1-K1-A11 



41527 





Method 


BLASTX 




NCBI GI 


g3256035 




BLAST score 


151 




E value 


8.0e-10 * 




Match length 


53 




% identity 


51 




NCBI Description 


(Y14274) putative serine/threonine protein kinase [Sorghum 






bicolor] 




Seq. No. 


296464 




Seq. ID 


LIB3115-024-P1-K1-A9 




Method 


BLASTX 




NCBI GI 


g3327033 




BLAST score 


284 




E value 


2.0e-25 




Match length 


79 




% identity 


71 


l=J 


NCBI Description 


(Z68198) 40S ribosomal protein [Schizosaccharomyces pombe] 




Seq. No. 


296465 


rn 
^ ' 


Seq. ID 


LIB3115-024-P1-K1-E10 


ffs 


Method 


BLASTX 


if 


NCBI GI 


g544421 


PI 


BLAST score 


159 




E value 


1.0e-10 


1=5: 


Match length 


39 


ffl 


% identity 


85 


3 


NCBI Description 


GLYCINE-RICH RNA-BINDING PROTEIN 1 >gi_485.420 jpir S12311 


H 1 




giycine-rich RNA-binding protein (clone Si) - sorghum 


i'" ' s 




(fragment) >gi_21623_emb_CAA40863_ (X57663) glycine-rich 


|s=£a 




RNA-binding protein [Sorghum bicolor] 


D 


Seq. No. 


296466 


o 


Seq. ID 


LIB3115-025-P1-K1-B12 




Method 


BLASTX 




NCBI GI 


g4559358 




BLAST score 


176 




E value 


1.0e-12 




Match length 


50 




% identity 


68 




NCBI Description 


(AC006585) putative steroid binding protein [Arabidopsis 






thaliana] 




Seq. No. 


296467 




Seq. ID 


LIB3115-025-P1-K1-B3 




Method 


BLAST N 




NCBI GI 


gl272684 




BLAST score 


50 




E value 


4.0e-19 




Match length 


62 




% identity 


97 




NCBI Description 


Z.mays mRNA for acetyl CoA carboxylase (partial) 




Seq. No. 


296468 




Seq. ID 


LIB3115-025-P1-K1-B6 




Method 


BLASTX 




NCBI GI 


g4574320 



41528 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 

3.0e-ll 

67 

57 

(AF117224) wound-induced protein WI12 [Mesembryanthemum 
crystallinum] 

296469 

LIB3115-025-P1-K1-C8 

BLASTX 

g3122625 

260 

6.0e-23 

90 

59 

PROBABLE 26S PROTEASE REGULATORY SUBUNIT S10B >gi_2394434 
(AF024493) strong similarity to the AAA family of ATPases 
[Caenorhabditis elegans] 

296470 

LIB3115-025-P1-K1-F6 

BLASTX 

g466172 

173 

2.0e-12 

34 

100 

GTP-BINDING PROTEIN YPTM2 >gi_283056_pir B38202 ypt family 

- maize >gi_287835_emb_CAA44 919_ (X63278) yptm2 [Zea mays] 

296471 

LIB3115-026-P1-K1-A11 

BLASTX 

g!352681 

473 

1.0e-47 

113 

80 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_1076391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



296472 

LIB3115-026-P1-K1-A2 

BLAST N 

gl935910 

175 

8.0e-94 

247 

93 

Zea mays lethal leaf-spot 1 (llsl) gene, partial cds 
296473 

LIB3115-026-P1-K1-H2 

BLASTN 

gl70784 



41529 



BLAST score 
E. value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

4.0e-10 

59 

90 

Wheat ubiquitin carrier protein (UBC1) mRNA, complete cds 
296474 

LIB3115-026-P1-K1-H3 

BLASTX 

g548603 

345 

1.0e-32 

106 

70 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

296475 

LIB3115-028-P1-K1-A6 

BLASTN 

g22312 

117 

3.0e-59 

177 X 
92 

Maize ABA-inducible gene for glycine-rich protein { ABA 
abscisic acid)' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296476 

LIB3115-028-P1-K1-B10 

BLASTX 

g4099090 

219 

3.0e-18 

63 

63 

(U83178) unknown [Arabidopsis thaliana] 
296477 

LIB3115-028-P1-K1-B4 

BLASTX 

g4335745 

275* 

2.0e-24 

133 

41 

(AC006284) putative hydrolase {contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis -thaliana] 

296478 

LIB3115-028-P1-K1-D8 

BLASTX 

gll73071 

303 



41530 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-27 

113 

60 

60S ACIDIC RIBOSOMAL PROTEIN P2 (MINOR ALLERGEN ALT A 6) 

(ALT A VI) >gi_1085614_pir S43109 acidic ribosomal protein 

P2 - Alternaria alternata >gi_4 67 617_emb_CAA55066_ (X78222) 
minor allergen, ribosomal protein [Alternaria alternata] 

296479 . - 

LIB3115-028-P1-K1-E3 

BLASTX 

g2245138 

542 

1.0e-55 

136 

71 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
296480 

LIB3115-028-P1-K1-F12 

BLASTX 

g2507443 

221 

2.0e-18 

72 

62 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) (23 
KD CALLUS PROTEIN) (P23) >gi_1675196 (L47968) callus 
protein P23 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296481 

LIB3115-028-P1-K1-G3 

BLASTN 

g2331140 

43 

5.0e-15 

109 

85 

Oryza sativa water-stress inducible protein (WSI) mRNA, 
complete cds 

296482 

LIB3115-028-P1-K1-H8 

BLASTX 

gl41608 

293 

1.0e-26 

94 

67 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, .19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19-kDa 
zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



296483 

LIB3115-029-P1-K1-F7 

BLASTX 

g2459430 



41531 



BLAST score 


224 


E value 


2.0e-18 


Match length 


91 


% identity 


48 


NCBI Description 


(AC002332) putative CUC2 protein [Arabidopsis thai 


Seq. No. 


296484 


Seq. ID 


LIB3115-030-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


168 


E value 


1.0e-ll 


Match length 


66 


% identity 


47 


NCBI Description 


(AC005223) 45643 [Arabidopsis thaliana] 


Seq. No. 


296485 


Seq. ID 


LIB3115-030-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


166 


E value 


8.0e-12 


Match length 


80 


% identity 


45 


NCBI Description 


(Z97342) Beta-Amylase [Arabidopsis thaliana] 


Seq. No. 


296486 


Seq. ID 


LIB3115-030-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2982297 


BLAST score 


209 


E value 


1.0e-16 


Match length 


69 


% identity 


62 


NCBI Description 


(AF051233) KIAA0107-like protein [Picea mariana] 


Seq. No. 


296487 


Seq. ID 


LIB3115-030-P1-K1-B12 


Method 


BLASTN 


NCBI GI 


g2668739 


BLAST score 


64 


E value 


2.0e-27 


Match length 


152 


% identity 


86 


NCBI Description 


Zea mays translation initiation factor GOS2 (TIF) ] 




complete cds 


Seq. No. 


296488 


Seq. ID 


LIB3115-030-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2245066 , 


BLAST score 


203 


E value 


3.0e-16 


Match length 


85 


% identity 


44 


NCBI Description 


(Z97342) Beta-Amylase [Arabidopsis thaliana] 



41532 



Seq. No. 


296489 


Seq. ID" 


LIB3115-030-P1-K1-C5 ... -v- 


Method 


BLASTX 


NCBI G-I 


g2781345 


BLAST score 


245 


E value 


5.0e-21 


Match length 


80 


% identity 


55 


NCBI Description 


(AC003113) F2401.2 [Arabidopsis thaliana] 


Seq. No. 


296490 


Seq. ID 


LIB3115-030-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g445612 


BLAST score 


192 


E value 


1.0e-14 


Match length 


73 


% identity 


53 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


296491 


Seq. ID 


LIB3115-030-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl20657 ^ 


BLAST score 


155 


E value 


3.0e-10 


Match length 


67 


% identity 


51 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A 



PRECURSOR, 

CHLOROPLAST >gi_66024_j)ir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296492 

LIB3115-030-P1-K1-F10 

BLASTX 

g548774 

220 

8.0e-18 

118 

65 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296493 

LIB3115-030-P1-K1-F7 

BLASTX 

g68029 

390 

1.0e-37 

105 

72 

phosphoenolpyruvate carboxylase 



(EC 4.1.1.31) - maize 



41533 





>gi 22408_emb_CAA33317_ (X15239) PEP carboxylase [Zea mays 




>gi_228619_prf 1807332A phosphoenolpyruvate carboxylase 




[Zea mays] 


Seq. No. 


296494 


Seq. ID 


LIB3115-030-P1-K1-H7 


Method 


tit "A omv 

BLASTX 


NCBI GI 


g2267595 


BLAST score 


181 


E value 


3.0e-13 


Match length 


52 


% identity 


65 


NCBI Description 


(AF009412) plastocyanin precursor [Oryza sativa] 


Seq. No. 


296495 


Seq. ID 


LIB3115-031-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2944417 


BLAST score 


304 


E value 


1 . Oe-27 


Match length 


88 


% identity 


64 


NCBI Description 


(AF049881) peroxidase FLXPER4 [Linum usitatissimum] 


Seq. No. 


296496 


Seq. ID 


LIB3115-031-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gll71866 


BLAST score 


158 


E value 


9.0e-ll 


Match length 


54 


% identity 


57 


NCBI Description 


NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 




(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 




dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 




cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 




NADH: ubiquinone oxidoreductase [Brassica oleracea] 


Seq. No. 


296497 


Seq. ID 


LIB3115-031-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3059131 


BLAST score 


259 


E value 


2.0e-22 


Match length 


94 


% identity 


50 


NCBI Description 


(AJ000478) cytochrome P450 [Helianthus tuberosus] 


Seq. No. 


296498 


Seq. ID 


LIB311o-0o^-Pl-Kl-Dll 


Method 


BLAST N 


NCBI GI 


g2326946 


BLAST score 


65 


E value 


5.0e-28 


Match length 


125 



% identity 

NCBI Description 



88 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 



41534 



LI 1 
s 



Seq. No. 


296499 


Seq. ID 


LIB3115-032-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4220594 


BLAST score 


229 


E value 


6.0e-19 


Match length 


96 


% identity 


47 


NCBI Description 


(AB011264) nicochianamine synthase 3 [Hordeum 


Seq. No. 


296500 


Seq. ID 


LIB31 15-034 -P1-K2-A1 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


369 


E value 


2.0e-35 


Match length 


100 


% identity 


80 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


296501 


Seq. ID 


LIB3115-034-P1-K2-A2 


Method 


BLASTN 


NCBI GI 


gl68700 


BLAST- score 


62 


E value 


2.0e-26 


Match length 


152 


% identity 


85 


NCBI Description 


Z.mays zein mRNA, complete cds 


Seq. No. 


296502 


Seq. ID 


LIB3115-034-P1-K2-C5 


Method 


BLASTN 


NCBI GI 


gl68521 


BLAST score 


44 


E value 


1.0e-15 


Match length 


84 


% identity 


88 


NCBI Description 


Maize glyceraldehyde-3-phosphate dehydrogenase 


Seq. No. 


296503 


Seq. ID 


LIB3115-034-P1-K2-D5 


Method 


BLASTX 


NCBI GI 


gl00907 


BLAST score 


285 


E value 


1.0e-25 


Match length • 


91 


% identity 


63 


NCBI Description 


pathogenesis-related protein 1 - maize 




>gi 228409_prf 1803521A pathogenesis-related ] 




[Zea mays] - - ... 


Seq. No. 


296504 


Seq. ID 


LIB3115-034-P1-K2-D7 


Method 


BLASTX 


NCBI GI 


g3928519 



end 



41535 



BLAST score 


154 ■ 


E value 


1.0e-10 


Match length 


45 


% identity 




NCBI Description 


(AB011670) wpk4 protein kinase [Triticum aestivum] 


Seq. No. 


296505 


Seq. ID 


LIB31 15-034 -P1-K2-E4 


Method 


BLASTN 


NCBI GI 


g248336 


BLAST score 


99 


E value 


2.0e-48 


Match length 


247 


% identity 


89 


NCBI Description 


polyubiquitin [maize, Genomic, 3841 nt] 


Seq. No. 


296506 


Seq. ID 


LIB3115-034-P1-K2-G7 


Method 


BLASTX 


NCBI GI 


gl350930 


BLAST score 


375 


E value 


3.0e-36 


Match length 


96 


% identity 


74 


NCBI Description 


40S RIBOSOMAL PROTEIN S13 


Seq. No. 


296507 


Seq. ID 


LIB3115-036-P1-K2-B3 


Method 


BLASTX 


NCBI GI 


g2708745 


BLAST score 


458 


E value 


6.0e-46 


Match length 


114 


% identity 


79 


NCBI Description 


(AC003952) putative calcium-dependent ser/thr protein 




kinase [Arabidopsis thaliana] 


Seq. No. 


296508 


Seq. ID 


LIB3115-036-P1-K2-C1 


Method 


BLASTX 


NCBI GI 


g3820648 


BLAST score 


143 


E value 


2.0e-09 


Match length 


56 


% identity 


55 


NCBI Description 


(Y12636) allene oxide synthase [Arabidopsis thaliana] 


Seq. No. 


296509 


Seq. ID 


LIB3115-036-P1-K2-C12 


Method 


BLASTN 


NCBI GI 


g606814 


BLAST score 


195 


E value 


1.0e-105 


Match length 


319 


% identity 


91 


NCBI Description 


Zea mays Golden Bantam carbonic anhydrase mRNA, complete 




cds 



41536 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296510 

LIB3115-038-P1-K2-G5 

BLASTX 

g2739387 

202 

8".0e-16 

125 

36 

(AC002505) hypothetical protein [Arabidopsis thaliana] 
296511 

LIB3115-038-P1-K2-H10 

BLASTX 

gl31147 

337 

8.0e-32 

99 

64 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_72675_pir A2LVP7 photosystem I P700 apoprotein A2 - 

liverwort (Marchantia polymorpha) chloroplast 
>gi_11671_emb_CAA28084_ (X04465) psaB [Marchantia 
polymorpha] 

296512- -j r . 

LIB3115-039-P1-K2-B1 

BLASTX 

gl076653 

144 

5.0e-09 

62 

45 

water-stress-inducible protein DS2 - Chaco potato 
>gi_607905 (U12439) abscisic stress ripening protein 
[Solanum chacoense] 

296513 

LIB3115-039-P1-K2-D5 

BLASTN 

g2331300 

105 

3.0e-52 

177 

92 

Zea mays ribosomal protein S4 type I (rps4) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



296514 

LIB3115-039-P1-K2-G11 

BLASTN 

gl2429 

299 

1.0e-167 

363 

96 

Maize chloroplast ORF170 and psaA gene 



41537 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296515 

LIB3116-001-Q1-K1-B12 

BLASTX 

g729304 

149 

6.0e-22 
87 

58 • 
PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_479730_pir S35258 pyruvate decarboxylase (EC 4.1.1.1) 

2 - maize (fragment) >gi_227 63_emb_CAA79818_ (Z21721) 
pyruvate decarboxylase [Zea mays] >gi_217970_dbj_BAA03353_ 
(D14456) Pyruvate Decarboxylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296516 

LIB3116-001-Q1-K1-E8 

BLASTX 

gl850968 

165 

1.0e-ll 

101 

38 

(U79733) Hslpro-1 [Beta procumbens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296517 

LIB3116-001-Q1-K1-G1 

BLASTN 

g4538990 

55 

3.0e-22 

83 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5L19 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296518 

LIB3116-001-Q1-K1-G2 

BLASTX 

g3334376 

401 

4.0e-39 

121 

67 

THIOREDOXIN M-TYPE PRECURSOR (TRX-M) >gi_72527 6 (L4 0957) 
thioredoxin M [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296519 

LIB3116-001-Q1-K1-G7 

BLASTX 

g4455232 

184 

1.0e-13 

142 

36 

(AL035523) putative protein [Arabidopsis thaliana] 



41538 



Seq. No. 


296520 


Seq. ID 


LIB3116-002-Q1-K1-B1 


Method 


BLASTN 


NCBI GI 


gl944204 


BLAST score 


40 


E value 


3.0e-13 


Match length 


56 


% identity 


93 


NCBI Description 


Oryza sativa mRNA for 


Seq. No. 


296521 


Seq. ID 


LIB3116-004-Q1-K1-A10 


Method 


BLASTN 


NCBI GI 


~~ A C AC n / 

g4b0504 


BLAST score 


65 


E value 


4.0e-28 


Match length 


97 


% identity 


93 


NCBI Description 


G.hirsutum rbcS gene 



complete cds 



carboxylase, small subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296522 

LIB3116-004-Q1-K1-G11 

BLASTX 

g2244919 

157 

1.0e-10 

62 

42 

(Z97339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296523 

LIB3116-004-Q1-K2-A1 

BLASTN 

g3821780 

36 

7.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
296524 

LIB3116-004-Q1-K2-B2 

BLASTN 

g22292 

36 

4.0e-ll 

48 

94 

Z.mays mRNA for glycine-rich protein 
296525 

LIB3116-004-Q1-K2-E3 

BLASTX 

g4098250 

270 

6.0e-24 



41539 



Match length 

% identity 

NCBI Description 



72 
65 

(U76611) similar to Solanum tuberosum ci21A gene product 
encoded by the sequence presented in GenBank Accession 
Number U76610 [Solanum tuberosum] 



Seq. No. 


296526 


Seq. ID 


LIB3116-004-Q1-K2-F7 


Method 


BLASTX 


NCBI GI 


g4218535 


BLAST score 


352 


E value 


2.0e-33 


Match length 


76 


% identity 


84 


NCBI Description 


(AJ010829) GRAB1 protein [Triticum sp.] 

- 


Seq. No. 


296527 


Seq. ID 


LIB3116-004-Q1-K2-H8 • 


Method 


BLASTX 


NCBI GI 


g2245028 


BLAST score 


148 


E value 


2.0e-09 


Match length 


97 


% identity 


34 


NCBI Description 


(Z97341) limonene cyclase [Arabidopsis thaliana] 


Seq. No. 


296528 


Seq. ID 


LIB3116-005-Q1-K1-C4 


Method 


BLASTN 


NCBI GI 


g454880 


BLAST score 


58 


E value 


8.0e-24 


Match length 


92 


% identity 


91 


NCBI Description 


Rice mRNA for WSI724 protein induced by water stress , 




complete cds 


Seq. No. 


- 

296529 


Seq. ID 


LIB3116-005-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2880051 


BLAST score 


179 


E value 


3.0e-13 


Match length 


113 


% identity 


35 


NCBI Description 


(AC002340) putative protein kinase [Arabidopsis thali. 


Seq. No. 


296530 


Seq. ID 


LIB3116-005-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2058498 


BLAST score 


199 


E value 


5.0e-27 


Match length 


100 



% identity 

NCBI Description 



69 

(U76029) hemoglobin 1 [Oryza sativa] 
hemoglobin 1 [Oryza sativa] 



>gi 2058500 (U76030) 



41540 





Seq. No. 


296531- 




Seq. ID 


LIB3116-Q0O-QI-K1-A1 




Method 


BLASTX 




NCBI GI 


gl495804 




BLAST score 


319 




E value 


1 . Oe-29 




Match length 


97 




% identity 


60 




NCBI Description 


(X96406) 13-lipoxygenase [Solanum tuberosum] 




Seq. No. 


O ft £ C O O 

296532 




Seq. ID 


LIB3116-006-Q1-K1-A12 




Method 


BLASTX 




NCBI GI 


g4567250 




BLAST score 


212 




E value 


6.0e-17 


C3 


Match length 


85 




% identity 


49 


Sj 5 


NCBI Description 


(AC007070) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


296533 


4* 


Seq. ID 


LIB3116-006-Q1-K1-B2 




Method 


BLASTN 




NCBI GI 


g2446997 




BLAST score 


151 . 




E value 


2.0e-79 


S 


Match length 


284 




% identity 


89 




NCBI Description 


Zea mays FAD7 gene for fatty acid desaturase, complete 


jL_jj. 


Seq. No. 


296534 




Seq. ID 


LIB3116-006-Q1-K1-C9 




Method 


BLASTX 


G 


NCBI GI 


g2245012 




BLAST score 


196 




E value 


4.0e-15 




Match length 


50 




% identity 


68 




NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


296535 




Seq. ID 


LIB3116-006-Q1-K1-D6 




Method 


BLASTX 




NCBI GI 


g4056477 




BLAST score 


229 




E value 


6.0e-19 




Match length 


103 




% identity 


48 




NCBI Description 


(AC005896) putative RNA binding protein [Arabidopsis 






thaliana] 




Seq. No. 


296536 




Seq. ID 


LIB3116-006-Q1-K1-F4 




Method 


BLASTX 




NCBI GI 


g730904 




BLAST score 


703 



41541 



E value 
Match length 
% identity 
NCBI Description 



2.0e-74 * 

161 

87 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 

HOMOLOG 5) >gi_626989_pir S4 6613 YTA5 protein - yeast 

(Saccharomyces cerevisiae) >gi_531758_emb_CAA56957_ 
(X81070) probable regulatory subunit of 26S proteasome; 
homologue to S4 subunit of human 26S proteasome 
[Saccharomyces cerevisiae] >gi_683690_emb_CAA88352_ 
(Z48432) homolog to S4 subunit of human 26S proteasome 
(X81070) [Saccharomyces cerevisiae] 
>gi_1430967_emb_CAA98563_ (Z74055) ORF YDL007w 
[Saccharomyces cerevisiae] 



03- 
m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296537 

LIB3116-006-Q1-K1-F5 

BLASTX 

g462193 

150 

9.0e-10. 

47 

51 

GOLIATH PROTEIN (Gl PROTEIN) >gi_4 83296_pir JC1495 

regulatory protein Gl - fruit fly (Drosophila melanogaster) 
>gi_157535 (M97204) goliath protein [Drosophila 
melanogaster] 



Seq. No. 


296538 


Seq. ID 


LIB3116-007-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2293568 


BLAST score 


250 


E value 


1.0e-21 


Match length 


83 


% identity 


60 


NCBI Description 


(AF012897) HvB12D homolog [Oryz, 


Seq. No. 


296539 ' 


Seq. ID 


LIB3116-007-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


296540 


Seq. ID 


LIB3116-007-Q1-K1-F11 


Method 


BLASTN 


NCBI GI- 


g606814 


BLAST score 


186 


E value 


1.0e-100 


Match length 


235 


% identity 


95 


NCBI Description 


Zea mays Golden Bantam carbonic 




cds 



41542 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296541 ■ ■ • 

LIB3116-008-Q1-K1-G10 

BLASTX 

g3913018 

372 

8.0e-36 

102 

73 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 



Seq. No. 


296542 


Seq. ID 


LIB3116-008-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4154352 


BLAST score 


228 


E value 


6.0e-19 


Match length 


93 


% identity 


51 


NCBI Description 


(AF110333) PrMC3 [Pinus radiata] 


Seq. No. 


296543 


Seq. ID 


LIB3116-009-Q1-K1-A11 


Method 


BLASTN ' 


NCBI GI 


g22223 


BLAST score 


49 


E value 


2.0e-18 


Match length 


165 


% identity 


83 


NCBI Description 


Maize cab-1 gene for chlorophyll . 


Seq. No. 


296544 


Seq. ID 


LIB3116-009-Q1-K1-D2 


Method - 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


363 


E value 


1.0e-34 


Match length 


98 


% identity 


74 


NCBI Description 


ETHYLENE-INDUCIBLE PROTEIN HEVER : 



ethylene-responsive .protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296545 

LIB3116-009-Q1-K1-D5 

BLASTX 

gl28388 

214 

3.0e-17 

71 

63 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi_82711_pir A31779 phospholipid transfer protein 9C2 



41543 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - maize >gi_168576 (J0417 6) phospholipid transfer 
protein precursor [Zea mays] 

296546 

LIB3116-009-Q1-K1-H11 

BLASTX 

gll5771 

335 

2.0e-31 • 

100 

69 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682j?ir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI-GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296547 

LIB3116-010-Q1-K1-B10 

BLASTX 

g416731 

229 

5.0e-19 

66 

68 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi__255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays=corn, Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 

296548 

LIB3116-010-Q1-K1-C8 

BLASTN 

gl698669 

57 

1.0e-23 

77 

94 

Zea mays S-like RNase (kinl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296549 

LIB3116-010-Q1-K1-D5 

BLASTN 

g22528 

117 

4.0e-59 

245 

89 

Zea mays mRNA encoding a zein (clone A20) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296550 

LIB3116-010-Q1-K1-E12 

BLASTN 

g902200 

50 

2.0e-19 



41544 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length : 

% identity 

NCBI Description 



Seq. No*. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 

87 • 

Z.mays complete chloroplast genome 
296551 

LIB3116-010-Q1-K1-E9 

BLASTX 

gll71161 

337 ■ 

9.0e-32 

108 

55 

(U41472)" pectate lyase homolog [Medicago sativa] 
296552 

LIB3116-010-Q1-K1-F1 

BLASTX 

gl41602 

152 

5.0e-17 

99 
59 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658_j?ir A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

296553 

LIB3116-010-Q1-K1-F3 

BLASTX 

gl41604 

450 

7.0e-45 

108 

86 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 

>gi_72310_pir ZIZM91 19K zein precursor (clone cZ19Cl) - 

maize >gi_168678 (M12146) 19 kDa zein protein [Zea mays] 



Seq. No. 


296554 


Seq. ID 


LIB3116-010-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4539660 


BLAST score 


482 


E value 


9.0e-49 


Match length 


107 


% identity 


83 


NCBI Description 


(AF061282) polyprotein 


Seq. No. 


296555 


Seq. ID 


LIB3116-010-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3293559 


BLAST score 


166 


E value 


- 1.0e-ll 


Match length 


74 


% identity 


49 


NCBI Description 


(AF072694) germin-like 



7 [Oryza sativa] 



41545 



Seq. No. 


296556 


Seq. ID 


LIB3116-011-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3451411 


BLAST score 


227 


E value 


5.0e-19 


Match length 


7 9 


% identity 




NCBI Description 


(Z98761) seryl-tRNA synthetase [Helianthus 


Seq. No. 


296557 


Seq. ID 


LIB3116-011-Q1-K1-B7 


Method 


BLASTN 


NCBI GI 


g397395 


BLAST score 


126 


E value 


1.0e-64 


Match length 


154 


% identity 


95 


NCBI Description 


Z.mays MNBlb mRNA for DNA-binding protein 


Seq. No. 


296558 


Seq. ID 


LIB3116-011-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g397396 


BLAST score 


189 • 


E value 


2.0e-14 


Match length 


66 


% identity 


65 


NCBI Description 


(X66077) DNA-binding protein [Zea mays] 


Seq. No. 


296559 


Seq. ID 


LIB3116-011-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


283 


E value ' 


2.0e-25 


Match length 


70 


% identity 


86 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 




>gi 72315 pir ZIZMB1 19K zein precursor ( 




maize >gi_168674 (M12143) 19 kDa zein prot< 


Seq. No. 


296560 


Seq. ID 


LIB3116-011-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3075395 


BLAST score 


344 


E value 


3.0e-32 


Match length 


100 


% identity 


64 


NCBI Description 


(AC004484) nodulin-35 homologue [Arabidops. 


Seq. No. 


296561 


Seq. ID 


LIB3116-011-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4539417 



41546 



m 



BLAST score 


268 


E value 


4 . Oe-34 - ^ . 


Match length 


119 


% identity 


59 


NCBI Description 


(AL049171) putative protein [Arabidopsis thaliana] 


Seq. No. 


296562 


Seq. ID 


LIB-Jllo-Ull-Ql-KI-GI 


Method 


BLASTX 


NCBI GI 


g3169116 


BLAST score 


200 


E value 


4.0e-16 


Match length 


55 


% identity 


71 


NCBI Description 


(AL021366) CICK0721Q.2 (60S Ribosomal Protein L12 LIKE 




protein) [Homo sapiens] 


Seq. No. 


296563 


Seq. ID 


T*m*3"11^ AIT /^v 1 T/"l /-ill 

LIB3116-011-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl /UozoU 


BLAST score 


151 


E value 


^.ue-iu 


Match length 


35 


% identity 


80 


NCBI Description 


CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pxr So 95 97- . 




cysteine proteinase 1 precursor -maize 




>gi 643597 dbj_BAA08244_ (D45402) cysteine proteinase [Zea 




mays] 


Seq. No. 


296564 


Seq. ID 


LIB3116-012-Q1-K1-B3 


Method 


BLAST N 


NCBI GI 


g3452290 


BLAST score 


191 


E value 


1.0e-103 


Match length 


338 


% identity 


89 


NCBI Description 


Zea mays retrotransposon Huck-1 5' LTR, partial sequence 


Seq. No. 


296565 


Seq. ID 


LIBollD-012-Ql-Kl-Bo 


Method 


BLASTX 


NCBI GI 




BLAST score 


210 


E value 


4.0e-19 


Match length 


67 


% identity 


84 


NCBI Description 


GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 



>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_2 2 3 1 3_emb_CAA3 1 0 7 7_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 



296566 

LIB3116-012-Q1-K1-C8 



41547 



Method 


BLASTN 


NCBI GI 


gl67086 


BLAST score - 


45 


E value 


3.0e-16 


Match length 


153 


% identity 


90 


NCBI Description 


Hordeum vulgare photosystem I protein (PSI-L) mRNA, 




complete cds 


Seq. No. 


296567 


Seq. ID . 


LIB3116-012-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4249416 


BLAST score 


242 


E value 


1.0e-20 


Match length 


66 


% identity 


64 


NCBI Description 


(AC006072) putative exoribonuclease (also contains 




zinc-finger C2H2-type domain) [Arabidopsis thaliana 


Seq. No. 


296568 


Seq. ID 


LIB3116-013-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g470670 


BLAST score 


60 


E value 


4".0e-25 


Match length 


103 


% identity 


89 


NCBI Description 


Zea mays transposable element ILS-1 


Seq. No. 


296569 


Seq. ID 


LIB3116-013-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3877951 


BLAST score 


168 


E value 


5.0e-12 


Match length 


58 


% identity 


47 


NCBI Description 


(Z81555) predicted using Genefinder [Caenorhabditis 




elegans] 


Seq. No. 


296570 


Seq. ID 


LIB3116-013-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


g208277 


BLAST score 


34 


E value 


1.0e-09 


Match length 


82 


% identity 


85 


NCBI Description 


rous sarcoma virus gag gene ligated to e.coli lacz 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296571 

LIB3116-014-Q1-K1-B2 

BLASTN 

g433041 

106 

1.0e-52 



41548 



Match length 


189 


% identity 


90 


NCBI Description 


Zea mays W-22 clone PREM- 




sequence 


Seq. No. 


296572 


Seq. ID 


LIB3116-014-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl68697 


BLAST score 


262 


E value 


5.0e-23 


Match length 


101 


% identity 


57 


NCBI Description 


(M60835) zein [Zea mays] 


Seq. No. 


296573 


Seq. ID 


LIB311 6-014 -Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g481190 


BLAST score 


172 


E value 


1.0e-12 


Match length 


56 


% identity 


64 


NCBI Description 


plastocyanin precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Y00704) plastocyanin precursor [Hordeum vulgare] 
>gi_431920_emb_CAA82201_ (Z28347) plastocyanin [Hordeum 
vulgare] 

296574 

LIB3116-014-Q1-K1-H6 

BLASTN 

g3885895 

41 

4.0e-14 

65 

91 

Oryza sativa plastocyanin precursor, mRNA, complete cds 
296575 

LIB3116-015-P1-K1-A4 

BLASTX 

g4204277 

207 

2.0e-16 

70 

57 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
296576 

LIB3116-015-P1-K1-C5 

BLASTX 

g2246625 

142 

8.0e-09 

44 

50 

(AF004947) protein kinase [Oryza sativa] 



41549 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296577 

LIB3116-015-P1-K1-E1 

BLASTN 

g2695930 

45 

4.0e-16 

77 

90 

Hordeum vulgare mRNA for hypothetical protein, clone RG4 9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296578 

LIB3116-015-P1-K1-H1 

BLASTX 

g4455350 

305 

2.0e-28 

70 

81 

(AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296579 

LIB3116-016-P1-K1-A4 

BLASTX 

g3345477 

239 

1.0e-20 

56 

82 

(AB016283) carbonic anhydrase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296580 

LIB3116-016-P1-K1-C10 

BLASTN 

g2065239 

33 

3.0e-09 

37 

97 

M.musculus mRNA for coxsackie and adenovirus receptor 
homologue 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



296581 

LIB3116-016-P1-K1-E6 

BLASTX 

g2982453 

293 

2.0e-46 

121 

80 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



296582 

LIB3116-016-P1-K1-G4 

BLASTX 

g2688822 



41550 



r 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



473 

9.0e-48 

102 

87 

(U93272) pyrophosphate-dependent phosphof ructo-l-kinase 
[Prunus armeniaca] 





Seq. No. 


296583 




Seq. ID 


LIB3116-017-P1-K1-A5 




Method 


BLASTX 




NCBI GI 


g687677 




BLAST score 


200 




E value 


2.0e-15 




Match length 


71 




% identity 


54 




NCBI Description 


(U19925) unknown [Arabidopsis 




Seq. No. 


296584 




Seq. ID 


. LIB3116-017-P1-K1-C4 




Method 


BLASTN 




NCBI GI 


g3290003 


CP 


BLAST score 


85 




E value 


4.0e-40 


=E 


Match length 


101 




% identity 


96 


£ e 


NCBI Description 


Zea mays pathogenesis related 


y s 




complete cds 


s 


Seq. No. 


296585 




Seq. ID 


LIB3116-017-P1-K1-D2 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2065239 

36 

9.0e-ll 

40 

97 

M.musculus mRNA for coxsackie and adenovirus receptor 
homologue 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296586 

LIB3116-017-P1-K1-E9 

BLASTX 

g4510373 

157 

2.0e-10 

101 

35 

(AC007017) 
thaliana] 



putative harpin-induced protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296587 

LIB3116-017-P1-K1- 

BLASTX 

g3757521 

441 

1.0e-43 
134 



F6 



41551 



% identity 

NCBI Description 



59 

(AC005167) unknown protein [Arabidopsis thaliana] 



Seq. No. 


296588 


Seq. ID 


LIB3116-017-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g399334 


BLAST score 


246 


E value 


2.0e-38 


Match length 


131 


% identity 


66 


NCBI Description 


CYSTATIN I PRECURSOR (CORN KERNEL CYSTEINE PROTEINASE 




INHIBITOR) >gi 322868 pir S27239 cysteine proteinase 




inhibitor - maize >gi_217962_dbj_BAA01472_ (D10622) corn 




cystatin I [Zea mays] 


Seq. No. 


296589 


Seq. ID 


LIB3116-017-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g!41598 


BLAST score 


256 


E value 


2.0e-22 


Match length 


77 


% identity 


71 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 




>gi 72313 pir ZIZM99 19K zein precursor (clone ZG99) - 




maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays] 




>gi_22534_emb_CAA24726_ (V01479) zein [Zea mays] 


Seq. No. 


296590 


Seq. ID 


LIB3116-018-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


38 


E value 


5.0e-12 


Match length 


42 


% identity 


98 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


296591 


Seq. ID 


LIB3116-018-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


169 


E value 


2.0e-12 


Match length . 


44 


% identity 


80 


NCBI Description 


INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 




>gi 1546919 emb CAA69225 (Y07920) translation initiation 




factor 5A [Zea mays] >gi_2668738 (AF034943) translation 




initiation factor 5A [Zea mays] 


Seq. No. 


296592 


Seq. ID 


LIB3116-020-P1-K1-A4 


Method 


BLASTX 1 . 


NCBI GI 


g2245098 


BLAST score 


319 



41552 



E value 


2.0e-29 


Match length 


96 


% identity 


61 


NCBI Description 


(Z97343) ribosomal protein [Arabidopsis thaliana] 


Seq. No. 


296593 


Seq. ID 


LIB3116-020-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4544445 


BLAST score 


246 


E value 


5.0e-21 


Match length 


105 


% identity 


50 


NCBI Description 


(AC006592) putative pyrophosphate — fructose 6-phosphate 




1-phosphotransferase [Arabidopsis thaliana] 


Seq. No. 


296594 


Seq. ID 


LIB3116-020-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4263509 


BLAST score 


292 


E value 


3.0e-26 


Match length 


126 


% identity 


51 


NCBI Description 


(AC004044) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


.- 

296595 


Seq. ID 


LIB3116-020-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4093169 


BLAST score 


332 


E value 


6.0e-31 


Match length 


132 


% identity 


53 


NCBI Description 


(AF095933) p20-Arc [Dictyostelium discoideum] 


Seq. No. 


296596 


Seq. ID 


LIB3116-020-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl076758 


BLAST score 


190 


E value 


2.0e-14 


Match length 


77 


% identity 


49 


NCBI Description 


heat-shock protein precursor - rye >gi_2130093_pir S65' 




heat-shock protein, 82K, precursor - rye 




>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 




[Secale cereale] 


Seq. No. 


296597 


Seq. ID 


LIB3116-020-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3096931 


BLAST score 


140 


E value 


9.0e-09 


Match length 


54 


% identity 


46 



41553 



NCBI Description 



(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296598 

LIB3116-020-P1-K1-F10 

BLASTX 

g3024657 

150 

9.0e-21 

97 

62 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 
>gi_2668740 (AF034944) translation initiation factor; GOS2 
[Zea mays] 



Seq. No. 


296599 


Seq. ID 


LIB3116-020-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl001355 


BLAST score 


172 


E value 


3.0e-12 


Match length 


119 


% identity 


38 


NCBI Description 


(D64006) auxin-induced protein [Synechocystis sp.] 


Seq. No. 


296600 


Seq. ID 


LIB3116-021-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl805254 


BLAST score 


229 


E value 


4.0e-26 


Match length 


99 


% identity 


65 


NCBI Description 


(U62622) monogalactosyldiacylglycerol synthase [Cucumis 




sativus] 


Seq. No. 


296601 


Seq. ID 


LIB3116-021-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


277 


E value 


1.0e-24 


Match length 


109 


% identity 


60 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 




>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) 




maize >gi 168674 (M12143) 19 kDa zein protein [Zea mays; 


Seq. No. 


296602 


Seq. ID 


LIB3116-021-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


420 


E value 


2.0e-41 


Match length 


108 



% identity 

NCBI Description 



8 

(X98063) polyubiquitin [Pinus sylvestris] 



41554 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296603 

LIB3116-021-P1-K1-D5 

BLASTX 

g4584852 

145 

4.0e-09 

78 

41 

(AF014810) proline transporter 3 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296604 

LIB3116-021-P1-K1-D8 

BLASTX 

g3800853 

352 

2.0e-33 

111 

60 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 



Seq. No. 


296605 


Seq. ID 


LIB3116-021-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


217 


E value 


6.0e-18 


Match length 


67 


% identity 


67 


NCBI Description 


(M58656) pyruvate, orthophosphate dikinase 


Seq. No. 


296606 


Seq. ID 


LIB3116-021-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4587681 


BLAST score 


225 


E value 


1.0e-18 


Match length 


74 


% identity 


53 


NCBI Description 


(AC007197) hypothetical protein [Arabidops 


Seq. No. 


296607 


Seq. ID 


LIB3116-021-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl41602 


BLAST score 


273 


E value 


4.0e-24 


Match length 


106 


% identity 


60 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 



>gi_82658_pir A22831 19K zein precursor (clone M6) - maize 

>gi 22538 emb CAA26294 (X02450) zein precursor [Zea mays] 



Seq. No. 
Seq. ID 
Method 



296608 

LIB3116-021-P1-K1-F11 
BLASTX 



41555 



NCBI GI 

BLAST score" 

E value 

Match length 

% identity 

NCBI Description 



g99487 

333 - 
3.0e-31 - 
112 
59 

chlorophyll a/b-binding protein (clone pINEab 43) - Scotch 
pine >gi_20794_emb_CAA41407_ (X58517) Type III chlorophyll 
a /b-binding protein [Pinus sylvestris] 



Seq. No. 


296609 


Seq. ID 


LIB3116-021-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


46 


% identity 


65 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


296610 


Seq. ID 


LIB3116-021-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl352200 


BLAST score 


293 


E value 


1.0e-26 


Match length 


78 


% identity 


78 


NCBI Description 


CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR 


>gi_480909_pir S37497 triose 




phosphate/3-phosphoglycerate/phosphate trans locator 




>gi 405635 emb CAA81349 (Z26595) triose 




phosphate/phosphate translocator [Zea mays] 


Seq. No. 


296611 


Seq. ID 


LIB3116-022-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


188 


E value 


3.0e-14 


Match length 


71 


% identity 


58 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 




>gi 72314 pir ZIZM3 19K zein precursor (clone A30) 




>gi_22545_emb_CAA24728_ (V01481) reading frame zein 




[Zea mays] 


Seq. No. 


296612 


Seq. ID 


LIB3116-022-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl70354 


BLAST score 


452 


E value 


4.0e-45 


Match length 


124 


% identity 


16 


NCBI Description 


(M74156) pentameric polyubiquitin [Nicotiana sylvest 


Seq. No. 


296613 



maize 



41556 



Seq. ID 


LIB3116-022-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4049341 


BLAST score 


245 


E value 


6.0e-21 


Match length 


99 


% identity 


54 


NCBI Description 


(AL034567) putative protein [Arabidopsis 


- 

Seq. No. 


296614 


Seq. ID 


LIB3116-022-P1-K1-C2 


Method 


BLAST N 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


5 . Oe-09 


Match length 


37 


% identity 


97 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


296615 


Seq. ID 


LIB3116-022-P1-K1-D3 


Method 


BLASTX 


NCBI GI_ 


g2760334 


BLAST score 


169 


E value 


6.0e-12 


Match length 


93 


% identity 


41 


NCBI Description 


(AC002130) F1N21.5 [Arabidopsis tnaliana 


Seq. No. 


296616 


Seq. ID 


LIB3116-022-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl351014 


BLAST score 


249 


E value 


2.0e-21 


Match length 


101 


% identity 


57 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S8 >gi_968902_dbj_] 




ribosomal protein S8 [Oryza sativa] 


Seq. No. 


296617 


Seq. ID 


LIBJ11d-Uz^-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2499488 


BLAST score 


195 


E value 


5.0e-15 


Match length 


74 



% identity 

NCBI Description 



49 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
■ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphofructokinase alpha subunit 
[Ricinus communis] 



Seq. No. 
Seq. ID 



296618 

LIB3116-022-P1-K1-E3 



41557 



Method 


BLASTX 


NCBI GI 


g!871195 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


91 


% identity 


37 


NCBI Description 


(U90439) Ca++ dependent protein kinase isolog [Arabidopsis 




thaliana] >gi_2335093 (AC002339) putative calcium-dependent 




protein kinase [Arabidopsiis thaliana] 


Seq. No. 


296619 


Seq. ID 


LIB3116-022-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3402684 


BLAST score 


293 


E value 


2 . Oe-26 


Match length 


108 


% identity 


58 


NCBI Description 


(AC004697) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


296620 


Seq. ID 


^- -r» T~\ "1 "1 X - /~\ ¥-\ "1 T ^ ■IT-IT 

LIB3116-022-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g758354 


BLAST score 


38 


E value 


5.0e-12 


Match length 


190 


% identity 


81 


NCBI Description 


Z.mays mRNA for plasma membrane H+ ATPase 


Seq. No. 


296621 


Seq. ID 


LIB3116-022-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


189 


E value 


1.0e-14 


Match length 


74 


% identity 


54 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning vector 




pSportl] 


Seq. No. 


296622 


Seq., ID 


LIB3116-022-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


-OO yl COT O 

g^z4 b J / o 


BLAST score 


152 


E value 


8.0e-10 


Match length 


76 


% identity 


46 


NCBI Description 


(Z86094) plastid protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296623 

LIB3116-022-P1-K1-F2 

BLASTX 

g70772 

265 

4.0e-23 



41558 



Match length 

% identity 

NCBI Description 



81 
65 

histone H4 
pea 



wheat >giJ70773_pir HSPM4 histone H4 - garden 



Seq. No. 


296624 


Seq. ID 


LIB3116-022-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


■ 335 


E value 


3. Oe-31 


Match length 


122 


% identity 


57 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


296625 


Seq. ID 


LIB3116-022-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


gl2474 


BLAST score 


52 


E value 


3.0e-20 


Match length 


80 


% identity 


91 


NCBI Description 


Zea mays chloroplast tV-i 


Seq. No. 


296626 


Seq. ID 


LIB3116-025-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl352427 


BLAST score 


306 


E value 


6.0e-28 


Match length 


105 


% identity 


58 


NCBI Description 


EUKARYOTIC TRANSLATION I] 




(EIF-4C) 



(UAC) 



FACTOR 1A (EIF-1A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296627 

LIB3116-025-P1-K1-B10 

BLASTX 

g4581203 

352 

3.0e-33 

132 

54 

(Y17912) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 

296628 

LIB3116-025-P1-K1-B3 
BLASTX 

g825756 ' 
170 

6.0e-12 

69 

57 

(U12391) beta-galactosidase alpha peptide [Cloning vector 
pSport2] 



41559 



Seq. No. 


296629 


Seq.. ID 


LIB3116-025-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g939785 


BLAST score 


363 


E value 


1.0e-34 


Match length 


120 


% identity 


66 


NCBI Description 


(L46400) MADS box protein [Zea mays] 


Seq. No. 


296630 


Seq. ID 


LIB3116-025-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2668744 


BLAST score 


325 


E value 


4 .Oe-30 


Match length 


100 


% identity 


66 


NCBI Description 


(AF034946) ubiquitin conjugating enzyme 


Seq. No. 


296631 


Seq. ID 


LIB3116-025-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


179' 


E value 


3.0e-13 


Match length 


53 


% identity 


70 


NCBI Description 


INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_266873.8 (AF034943) translation 
initiation factor 5A [Zea mays] 

296632 

LIB3116-025-P1-K1-C3 

BLASTX 

g629861 

215 

3.0e-17 

119 

48 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

296633 

LIB3116-025-P1-K1-C4 

BLASTX 

g3913427 

206 

3.0e-16 

98 

50 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
{ SAMDC ) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 



41560 



Seq. No. 


296634 


Seq. ID 


LIB3116-025-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2224733 


BLAST score 


183 


E value 


1.0e-13 


Match length 


125 


% identity 


38 


NCBI Description 


(AB004 933) Aux22e [Vi< 


Seq. No. 


296635 


Seq. ID 


LIB3116-025-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


346 


E value 


1.0e-32 


Match length 


116 


% identity 


61 


NCBI Description 


60S RIBOSOMAL PROTEIN 




protein L3 - rice >gi_ 




ribosomal protein L3 


Seq. No. 


296636 


Seq. ID 


LIB3116-025-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g464987 


BLAST score 


274 


E value 


3.0e-24 


Match length 


77 


% identity 


68 


NCBI Description 


UBIQUITIN-CONJUGATING 




LIGASE 10) (UBIQUITIN 



S38359 ribosomal 
r (D12630) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14 991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

296637 

LIB3116-025-P1-K1-D4 

BLASTX 

g3915131 

171 

2.0e-12 

89 

42 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296638 

LIB3116-025-P1-K1-D5 

BLASTX 

gl68701 

233 



41561 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-19 

139 

45 

(M60837) 



zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 



296639 

LIB3116-025-P1-K1-D9 

BLASTX 

g567893 

155 

7.0e-ll " 

55 

62 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

296640 

LIB3116-025-P1-K1-E10 

BLASTX 

g3913427 

325 

3.0e-30 

125 

54 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 

296641 

LIB3116-025-P1-K1-F8 

BLASTX 

gl053047 

273 

2.0e-24 

85 

68 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

296642 

LIB3116-025-P1-K1-H12 

BLASTX 

gl28388 

317 

3.0e-29 

107 

64 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi_82711_pir A31779 phospholipid transfer protein 9C2 

precursor - maize >gi_168576 (J04176) phospholipid transfer 
protein precursor [Zea mays] 

296643 

LIB3116-025-P1-K2-C6 • 
BLASTX 



41562 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2224731 
165 

6.0e-22 

108 

57 

(AB004 932) Aux22d [Vigna radiata] 
296644 

LIB3116-025-P1-K2-F1 

BLASTX 

gl216391 

174 

1.0e-12 

90 

48 

(U39319) myrosinase-associated protein [Brassica napus] 

>gi_1589010_prf 2209432B myrosinase-associated 

protein: ISOTYPE=4 [Brassica napus] 

296645 

LIB3116-025-P1-K2-F8 

BLASTX 

g417103 

219 

2.0e-20 

69 

84 

HI STONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi__44 90754_emb_CAB38 916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755^emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

296646 

LIB3116-025-P1-K2-H4 

BLASTX 

gl30274 

182 

7.0e-14 

57 

63 

PLASTOCYANIN >gi_82500_pir SO 6105 plastocyanin - rice 



41563 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296647 

LIB3116-026-P1-K2-A11 

BLASTN 

gl68579 

52 

2.0e-20 

60 

97 

Maize pyruvate, orthophosphate dikinase mRNA, complete cds 
296648 

LIB3116-026-P1-K2-A4 

BLASTX 

g82080 

212 

4.0e-17 

51 

80 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

296649 

LIB3116-026-P1-K2-B10 

BLASTX 

g4581203 

142 

2.0e-ll 

70 

59 

(Y17912) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 

296650 -V 

LIB3116-026-P1-K2-E1 

BLASTN 

g22312 

50 

3.0e-19 

62 

95 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value" 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



296651 

LIB3116-026-P1-K2-F11 

BLASTX 

gl68701 

290 

3.0e-45 

132 

58 

(M60837) zein [Zea mays] 
296652 

LIB3116-026-P1-K2-F6 
BLASTX 



41564 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5786 
148 

6.0e-10 

53 

64 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

296653 

LIB3116-026-P1-K2-G6 

BLASTX 

gll73189 

170 

7.0e-12 

117 

48 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_2119091_pir S58629 ribosomal protein S12 - maize 

chloroplast >gi_342619 (M17841) ribosomal protein S12 [Zea 
mays] >gi_1216141_emb_CAA60309_ (X86563) ribosomal protein 
S12 [Zea mays] 

296654 . 

LIB3116-027-P1-K1-B12 

BLASTX 

g3287696 

172 

2.0e-12 

72 

51 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

296655 

LIB3116-027-P1-K1-B2 

BLASTX 

g266398 

474 

1.0e-47 

120 

76 

TRYPSIN/FACTOR XI IA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_6884 9_pir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296656 

LIB3116-027-P1-K1-B8 

BLASTN 

g2522426 

63 

5.0e-27 
195 



41565 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

Cloning vector pWSK29, complete sequence 
296657 

LIB3116-027-P1-K1-C1 

BLASTX 

g485744 

250 

2.0e-21 

96 

55 

(L32792) pyrophosphatase [Beta vulgaris] 
296658 

LIB3116-027-P1-K1-C10 

BLASTX 

gl835731 

181 

3.0e-13 

83 

46 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
296659 

LIB3116-027-P1-K1-C5 

BLASTX 

g2407279 

428 

3.0e-42 

129 

67 

(AF017362) aldolase [Oryza sativa] 
296660 

LIB3116-027-P1-K1-E7 

BLASTX 

g2493852 

189 

3.0e-14 

63 
56 

CYTOCHROME C OXIDASE POLYPEPTIDE VC 

>gi_1070356_emb_CAA92107_ (Z68091) cytochrome c oxidase, Vc 
subunit [Hordeum vulgare] 

296661 

LIB3116-027-P1-K1-G11 

BLASTX 

g3337356 

230 

4.0e-19 

115 

48 

(AC004 481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 



296662 



41566 



.Seq. >ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3116-028-P1-K1-A10 

BLASTX 

g4371282 

345 

2.0e-32 

115 

61 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296663 

LIB3116-028-P1-K1-A11 

BLASTX 

g2130024 

180 

3.0e-13 

64 

58 

DNA-binding protein ABF2 - wild oat 

>gi_1159879_emb_CAA88331_ (Z48431) DNA-binding protein 
[Avena fatua] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296664 

LIB3116-028-P1-K1-B1 
BLASTX 

g2930S3 . / 
203 

5.0e-16 

79 

57 

(L01931) ribulose 1, 5-bisphosphate carboxylase [Lobelia 
sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296665 

LIB3116-028-P1-K1-B4 

BLASTX 

g2262100 

350 

3.0e-33 

106 

61 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296666 

LIB3116-028-P1-K1-B5 

BLASTX 

g3184282 

160 

7.0e-ll 

116 

38 

(AC004136) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



296667 

LIB3116-028-P1-K1-B7 

BLASTX 

gl673456 



41567 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



270 

5.0e-27 

77 

80 

(Y09214) rubisco small subunit [Zea mays] 
296668 

LIB3116-028-P1-K1-B9 

BLASTX 

gl711036 

177 

7.0e-13 

90 

44 

(U78952) 
sativum] 



hydroxyproline rich glycoprotein PsHRGPl [Pisum 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296669 

LIB3116-028-P1-K1-C1 

BLASTX 

g99487 

275 

2.0e-24 

130 

46 

chlorophyll a/b-binding protein .(clone pINEab 43) - Scotch 
pine >gi_20794_emb_CAA41407_ (X58517) Type III chlorophyll 
a /b-binding protein [Pinus sylvestris] 

296670 

LIB3116-028-P1-K1-C8 

BLASTX 

g417103 

360 

2.0e-34 

96 

78 

HISTONE H3.2, MINOR >gi_28287 l_pir S24346 .histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_4 88563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB0157 60) histone H3 [Nicotiana ■ 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



41568 



.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296671 

LIB3116-028-P1-K1-D11 

BLASTX 

g224550 

265 

4.0e-23 

90 

61 

synthase CF0I,ATP [Triticum aestivum] 
296672 

LIB3116-028-P1-K1-D2 

BLASTX 

gl21472 

218 

1.0e-17 

109 

47 

GLUTELIN 2 PRECURSOR ( ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2 ) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

296673 

LIB3116-028-P1-K1-D5 

BLASTX 

gll2994 

252 

5.0e-22 

57 

84 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_jpir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296674 

LIB3116-028-P1-K1-D7 

BLASTX 

gl710551 

194 

7.0e-15 

51 

75 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 

296675 

LIB3116-028-P1-K1-F12 

BLASTX 

g2668742 

286 

1.0e-25 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
67 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
296676 

LIB3116-028-P1-K1-F2 

BLASTX 

g82040 

460 

4.0e-46 
119 

20 

ubiquitin precursor - flax (fragment) >gi_168304 (M57895) 
ubiquitin [Linum usitatissimum] 

296677 

LIB3116-028-P1-K1-F4 

BLASTX 

gl835731 

209 

9.0e-17 ... - 

71 

62 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

296678- - • . ' 

LIB3116-028-P1-K1-F5 

BLASTX 

gl698670 

521 

4.0e-53 

136 

68 

(U66241) S-like RNase [Zea mays] 
296679 

LIB3116-028-P1-K1-F8 

BLASTN 

g559535 

68 

4.0e-30 

136 

88 

Z.mays mRNA for metallothionein 
296680 

LIB3116-028-P1-K1-G3 

BLASTX 

g3337352 

303 

1.0e-27 

122 

47 

(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 



Seq. No. 



296681 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3116-028-P1-K1-G9 

BLASTX 

g4204761 

166 

8.0e-12 

57 

54 

(U51192) 



peroxidase precursor [Glycine max] 



296682 

LIB3116-028-P1-K1-H2 

BLASTX 

g3096910 

168 

7.0e-12 

65 

55 

(AJ005813) neoxanthin cleavage enzyme [Arabidopsis 
thaliana] 

296683 

LIB3116-028-P1-K1-H9 

BLASTX 

g417544 

275 

3.0e-24 

85 

61 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 

>gi_320209_pir A60695 photosystem I chain II precursor - 

cucumber >gi_625966_pir JQ2132 photosystem I complex 20K 

protein precursor - cucumber >gi_227772jprf 1710320A 

photosystem I 20kD protein [Cucumis sativus] 

296684 

LIB3116-030-P1-K1-A10 

BLASTX 

g417154 

362 

1.0e-34 

110 

70 

HEAT- SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (211920) heat shock protein 82 
(HSP82) [Oryza sativa] 

296685 

LIB3116-030-P1-K1-A6 

BLASTX 

gll3456 

266 

2.0e-23 

100 

60 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANS LOCASE 1) 



41571 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 
>gi_22162_emb_CAA40781_ (X57556) adenine nucleotide 
translocator [Zea mays] 

296686 

LIB3116-030-P1-K1-B12 

BLASTX 

g531829 

175 

5.6e-13 

77 

53 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296687 

LIB3116-030-P1-K1-C5 

BLASTX 

g224509 

193 

1.0e-14 

65 

65 

zein E19 [Zea mays] 
296688 

LTB3116-030-P1-K1-D3 

BLASTX 

g4039153 

151 

8.0e-10 

35 

71 

(AF104221) low temperature and salt responsive protein 
LTI6A [Arabidopsis thaliana] >gi_4325217_gb_AAD17302_ 
(AF122005) hydrophobic protein [Arabidopsis thaliana] 

296689 

LIB3116-030-P1-K1-E10 

BLAST N 

g2981206 

65 

4.0e-28 

145 

86 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

296690 

LIB3116-030-P1-K1-E12 

BLASTX 

gl853970 

143 

3.0e-09 

66 

45 



41572 



NCBI Description 



(D88122) CPRD46 protein [Vigna unguiculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296691 

LIB3116-031-P1-K1-C12 

BLASTX * 

gll5782 

214 

1.0e-17 

49 

82 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB) (LHCP) >gi_72747_pir_CDWT chlorophyll a/b-binding 
protein precursor - wheat >gi_170674 (M10144) chlorophyll 
a/b-binding protein precursor [Triticum aestivum] 



Seq, No. 296692 

Seq. ID LIB3116 

Method BLASTX 

NCBI GI g82040 

BLAST score 354 

E value 7.0e-34 

Match length 96 

% identity 21 

NCBI Description ubiquit 
ubiquit 



■032-P1-K1-E10 



in precursor - flax (fragment) >gi_168304 (M57895) 
in [Linum usitatissimum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296693 

LIB3116-032-P1-K1-F4 

BLASTX 

gl931645 

185 

6.0e-14 

83 
49 

(U95973) Fe(II) transporter isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



296694 

LIB3116-033-P1-K1-A12 

BLASTN 

g559535 

152 

3.0e-80 

192 

95 

Z.mays mRNA for metallothionein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296695 

LIB3116-034-P1-K1-B5 

BLASTX 

gl23537 

191 

2.0e-14 

93 
45 

12 KD HEAT SHOCK PROTEIN (GLUCOSE AND LIPID-REGULATED 

PROTEIN) >gi_72231_pir HHBY12 heat shock protein 12 - 

yeast (Saccharomyces cerevisiae) >gi_3800_emb_CAA39306__ 



41573 



(X55785) hspl2 [Saccharomyces cerevisiae] >gi_171607 
(M60827) 15 kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_559934_emb_CAA8634 9_ 
(Z46255) hspl2, glpl, len: 109/ CAI : 0.65, HS12_YEAST 
P22943 12 KD HEAT SHOCK PROTEIN [Saccharomyces cerevisiae] 
>gi_836740_dbj_BAA09224.1_ (D50617) 12KD heat shock protein 
[Saccharomyces cerevisiae] >gi_1100790_dbj_BAA08003_ 
(D44596) 15kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_1742028_dbj__BAA1403t3_ 
(D89864) Sc-Hspl2p [Saccharomyces pastorianus] 





Seq. No. 


296696 




Seq. ID 


LIB3117-001-Q1-K1-A6 




Method 


BLASTN 




NCBI GI 


gl68681 




BLAST score 


41 




E value 


8.0e-14 




Match length 


137 


n 


% identity 


82 




NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 


*S 
%f = 




>gi_270686_gb_I03333_ Sequence 8 from Patent US 




Seq. No. 


296697 




Seq. ID 


LIB3117-001-Q1-K1-B5 




Method 


BLASTX 


==? 


NCBI GI 


g3659995 




BLAST score; 


309 


Cm 


E value 


2.0e-28 


a 


Match length 


62 




% identity 


85 




NCBI Description 


Bifunctional Hageman FactorAMYLASE INHIBITOR FROM MAIZE 


= 

.f~ 


Seq. No. 


296698 




Seq.' ID 


LIB3117-001-Q1-K1-B9 




Method 


BLASTX 


o ■ 


NCBI GI 


gl655424 




. BLAST score 


147 v -v • ' 




E value 


2.0e-09 




Match length 


39 




% identity 


77 




NCBI Description 


(D83531) GDP dissociation inhibitor [Arabidopsis thaliana] 






>gi_3212878 (AC004005) GDP dissociation inhibitor 






[Arabidopsis thaliana] 




Seq. No. 


296699 




Seq. ID 


LIB3117-001-Q1-K1-C10 




Method 


BLASTX 




NCBI GI 


g419803 




BLAST score 


280 




E value 


6.0e-25 




Match length 


111 




% identity 


52 




NCBI Description 


zein protein - maize >gi_168705 (M72708) zein protein [Zea 






mays] 




Seq. No. 


296700 




Seq. ID 


LIB3117-001-Q1-K1-C4 



41574 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3402754 

189 

3.0e-14 

121 

35 

(AL031187) putative protein [Arabidopsis thaliana] 
296701 

LIB3117-001-Q1-K1-C9 

BLASTX 

g419803 

353 

2.0e-33 

140 

54 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 



Seq. No. 


296702 


Seq.' ID 


LIB3117-001-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


167 


E value 


5.0e-12 ' 


Match length 


. 88 


% identity 


47 


NCBI Description 


(AF031569) 22-kDa alpha 


Seq. No. 


296703 


Seq. ID 


LIB3117-001-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


68 


E value 


6.0e-30 


Match length 


96 


% identity .. 


93 


NCBI Description 


Zea mays cosmid II.2E10 




complete sequence 


Seq. No. 


296704 


Seq. ID 


LIB3117-001-Q1-K1-H12 


Method. 


BLASTN 


NCBI GI 


g312180 


BLAST score 


41 


E value 


6.0e-14 


Match length 


105 


% identity 


85 


NCBI Description 


Z.mays GapC4 gene 


Seq. No. 


296705 


Seq. ID 


LIB3117-002-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3776011 


BLAST score 


141 


E value 


6.0e-09 


Match length 


63 



4 [Zea mays] 



41575 



% identity 51 

NCBI Description (AJ010469) RNA helicase [Arabidopsis thaliana] 



Seq. No. 


296706 


Seq. ID 


LIB3117-002-Q1-K1-C1 


Method 


BLAoTN 


NCBI GI 




BLAST score 


1 ft C 

105 


E value 




Match length 


161 


% identity 


91 


NCBI Description 


Zea mays 22-kDa alpha 


Seq. No. 


296707 


Seq. ID 


T TnT1 1 1 AftO /M oi 1 

LIB311 /-oo^-yi-Ki-cii 


Method 




NCBI GI 


gll73187 


BLAST score 


343 


E value 


1 ft ^ o o 

1.0e-oz 


Match length 


71 


% identity 


90 


NCBI Description 


4 US RIBOSOMAL PROTEIN 




ribosomal- protein S23 




strawberry >gi_643074 




protein sl2 [Fragaria 


Seq. No. 


ft ft *7 ft O 

296708 


Seq. ID 


T T n T "1 "1 *7 ftftft A1 TV 1 o 

LIB3 117-0 02 -Q1-K1-C12 


Metnod 


oLAolA 


NCBI GI 


gll73187 


BLAST score 


488 


E value 


ft ft— vl ft 

2 . 0e-4 9 


Match length 


1 ft 4 

104 


% identity 


88 


NCBI Description 


/I ft O DTOftCftMJ\T nn ATT 1 T X7 

4Uo RIBObUMAL rKUIblN 




ribosomal protein S23 




strawberry >gi 643074 




protein sl2 [Fragaria 


Seq. No. 


296709 


Seq. ID 


LIB3117-002-Q1-K1-E7 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


36 


E value 


£ ft A 1 1 
d . Oe-ll 


Match length 


48 


% identity 


94 


NCBI Description 


zea mays ^^-KDa alpna 


Seq. No. 


296710 


Seq. ID 


LIB3117-002-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3914423 


BLAST score 


208 


E value 


1.0e-20. 


Match length 


85 


% identity 


67 



garden 



x ananassa] 



4 OS ribosomal 



complete sequence 



41576 



NCBI Description PROFILIN 4 >gi_2642324 (AF032370) profilin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296711 

LIB3117-002-Q1-K1-F2 

BLASTX 

gl41613 

210 

7.0e-17 

77 
55 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi 22532 emb_CAA2 4 7 2 5_ (V01478) zein [Zea mays] 



Seq. No. 


296712 


Seq. ID 


LIB3117-002-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


72 


% identity 


49 


NCBI Description 


(AF090446) . 22-kDa alpha zein protein 21 [Zea mays] 


Seq. No. 


296713 


Seq. ID 


LIB3117-002-Q1-K1-F8 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


88 


E value 


9.0e-42 


Match length 


233 


% identity 


86 


NCBI Description 


Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296714 

LIB3117-002-Q1-K1-G12 

BLASTN 

gl848280 

33 

4.0e-09 

41 

95 

Sorghum bicolor membrane intrinsic protein (Mipl) mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296715 

LIB3117-002-Q1-K1-G4 

BLASTN 

gl68581 

111 

1.0e-55 

155 

94 

Z.mays pyruvate, orthophosphate dikinase 



(PPDK2) gene, 3' 



41577 



end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296716 

LIB3117-002-Q1-K1-H10 

BLASTX 

gl68489 

403 

1.0e-39 

78 

99 

(M16902) 
(M16901) 



glutathione 
glutathione 



S-transf erase I 
S-transf erase I 



[Zea mays] 
[Zea mays] 



>gi_168491 



>gi_225458_prf 1303351A transferase, glutathione S [Zea 

mays] 

296717 

LIB3117-002-Q1-K1-H5 

BLASTX 

g22216 

152 

3.0e-10 

44 

64 

(X55722) 22kD zein [Zea mays] 
29*4718 

LIB3117-002-Q1-K1-H7 

BLASTX 

g585202 . 

246 

4.0e-21 

97 

53 

GLUTAMINE SYNTHETASE ROOT ISOZYME 2 ( GLUTAMATE — AMMONIA 

LIGASE) >gi_481807_j>ir S39478 glutamate — ammonia ligase 

(EC 6.3.1.2) 1-2, cytosolic - maize 

>gi_434326_emb_CAA46720_ (X65927) glutamine synthetase [Zea 
mays] 

296719 

LIB3117-002-Q1-K1-H8 

BLASTX 

g463152 

253 

2.0e-22 

66 

74 

(L29505) zein [Zea mays] >gi_1094858jprf 2106415A Met-rich 

seed storage protein [Zea mays] 

296720 

LIB3117-003-Q1-K1-A10 

BLASTX 

g508545 

144 

3.0e-09 
41 



41578 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(L34340) zein [Zea mays] 
296721 

LIB3117-003-Q1-K1-A12 

BLASTX 

gl41613 

241 

2.0e-20 

111 

46 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

296722 

LIB3117-003-Q1-K1-B12 

BLASTX 

g224509 

222 

2.0e-20 

105 

57 

zein E19 [Zea mays] 
296723 - 

LIB3117-003-Q1-K1-B5 - 

BLASTN 

gl68484 

84 

2.0e-39 
208 
85 

Maize endosperm glutelin-2 gene, 



complete cds 



296724 

LIB3117-003-Q1-K1-D11 

BLASTX 

g2828280 

348 

7.0e-33 

76 

83 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] 

296725 

LIB3117-003-Q1-K1-D6 

BLASTN 

g483443 

40 

3.0e-13 

48 

96 

Z.mays IBP2 mRNA for initiator-binding protein 



41579 



Seq. No. 


296726 


Seq. ID 


LIB3117-003-Q1-K1-D8 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


49 


E value 


8 . Oe-19 


Match length 


101 


% identity 


87 


NCBI Description 


Z.mays mRNA for glycii 


Seq. No. 


296727 


Seq. ID 


LIB3117-003-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


160 


E value 


4.0e-12 


Match length 


73 


% identity 


64 


NCBI Description 


glycine-rich protein ■ 




(X61121) glycine-rich 


Seq. No. 


296728 


Seq. ID 


LIB31 17-00 3-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g224507 


BLAST score 


398 


E value 


7 . Oe-39 


Match length 


117 


% identity 


74 


NCBI Description 


zein Al [Zea mays] 


Seq. No. 


296729 


Seq. ID 


LIB3117-003-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


40 


E value 


4 . 0e-13 


Match length 


45 


% identity 


25 


NCBI Description 


Zea mays 22-kDa alpha 


Seq. No. 


296730 


Seq. ID 


LIB3117-003-Q1-K1-H11 


Method 


BLASTX 




gl4±oy / 


BLAST score 


351 


E value 


3.0e-33 


Match length 


95 


% identity 


83 


NCBI Description 


ZEIN-ALPHA PRECURSOR 



maize >gi_22293^emb_CAA43431_ 
protein [Zea mays] 



complete sequence 



KD) (CLONE A30) 

>gi_72314 jdr ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 



296731 

LIB3117-003-Q1-K1-H6 
BLASTX 



41580 



NCBI GI 


g2832247 


BLAST score 


230 


E value 


7 . Oe-23 


Match length 


122 


% identity 


57 


NCBI Description 


(AF031569) 22-kDa alpha : 


Seq. No. 


296732 


Seq. ID 


LIB3117-004-Q1-K1-E10 - 


Method 


BLASTX 


NCBI GI 


g22220 


BLAST score 


244 


E value 


1.0e-20 


Match length 


114 


% identity 


53 


NCBI Description 


(X55723) 22 kD zem [Zea 


Seq. No. 


296733 


Seq. ID 


LIB3117-004-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2245037 


BLAST score 


163 


E value 


2 . Oe-11 


Match length 


61 


% identity 


' 59 


NCBI Description 


(Z97342) nuclear antigen 


Seq. No. 


296734 


Seq. ID 


LIB3117-005-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl321924 


BLAST score 


176 


E value 


3.0e-13 


Match length 


50 


% identity 


60 


NCBI Description 


(X92205) NAM [Petunia x ] 


Seq. No. 


296735 


Seq. ID 


LIB31 17-00 5-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


A A A O 1 

gb444zl 


BLAST score 


218 


E value 


6.0e-18 


Match length 


52 


% identity 


87 


NCBI Description 


GLYCINE-RICH RNA-BINDING 



OTEIN 1 >gi_485420j?ir S12311 

glycine-rich RNA-binding protein (clone SI) - sorghum 
(fragment) >gi_21623_emb_CAA40863_ (X57663) glycine-rich 
RNA-binding protein [Sorghum bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296736 

LIB3117-005-Q1-K1-H3 

BLASTX 

g224508 

209 

8.0e-17 
71 



41581 



% identity 

NCBI Description 



65 

zein A20 [Zea mays] 



Seq. No. 


296737 


Seq. ID 


LIB3117-006-Q1-K1-B10 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


36 


E value 


3.0e-ll 


Match length 


77 


% identity 


87 


NCBI Description 


Z.mays Zdl tandem genes for zein Zdl 


Seq. No. 


296738 


Seq. ID 


LIB3117-006-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl00939 


BLAST score 


354 


E value 


1.0e-33 


Match length 


140 


% identity 


58 


NCBI Description 


zein precursor - maize 


oeq. no. 


z y o / j? 


Seq. ID' 


LIB3117-006-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


167 


E value 


9.0e-12 


Match length 


84 


% identity 


46 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 >gi 606970 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



ribosomal protein L18 [Arabidopsis thaliana] 
296740 

LIB3117-006-Q1-K1-D9 

BLASTX 

g3851333 

317 

1.0e-29 

79 

76 

(Y09302) putative MADS-domain transcription factor [Zea 
mays] 

296741 

LIB3117-006-Q1-K1-E2 

BLASTX 

g2832243 

227 

8.0e-19 

114 

48 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
296742 

LIB3117-006-Q1-K1-G5 



41582 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3283912 

184 

9.0e-14 

89 

37 

(AF070639) unknown [Homo sapiens] 
296743 

LIB3117-007-Q1-K1-A12 

BLAST N 

gl68669 

45 

2.0e-16 

45 

100 

Maize 19 kDa zein mRNA, clone cZ19A2, partial cds 
296744 

LIB3117-007-Q1-K1-D11 

BLAST N 

g2832242 

133 

J.0e-69 
188 
15 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
296745 

LIB3117-007-Q1-K1-D12 

BLASTN 

g2832242 

60 

3.0e-25 

208 

17 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
296746 

LIB3117-007-Q1-K1-D8 

BLASTX 

gl41617 

391 

6.0e-38 

111 

68 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein-protein [Zea mays] 

296747 

LIB3117-007-Q1-K1-F2 

BLASTN 

g2832242 

49 



41583 



E value 


1.0e-18 


Match length 


262 ' ' • 


% identity 


35 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 


Seq. No. 


296748 


Seq. ID 


LIB3117-008-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


371 


E value 


1.0e-35 


Match length 


85 


% identity 


86 


NCBI Description 


(AF034 945) glycine-rich RNA binding protein [Zea mays] 


Seq. No. 


296749 


Seq. ID 


LIB3117-008-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


* g3860273 


BLAST score 


187 


E value 


2.0e-15 


Match length 


74 


% identity 


59 


NCBI Description 


(AC005824) hypothetical protein [Arabidopsis thaliana] 




>gi_4314398_gb_AAD15608__ (AC006232) hypothetical protein 


... * 


[Arabidopsis thaliana] 


Seq. No. 


296750 ' * 


Seq. ID 


LIB3117-008-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g82654 


BLAST score 


219 


E value 


8.0e-18 


Match length 


41 


% identity 


98 


NCBI Description 


10K zein precursor - maize >gi_22541_emb_CAA30409_ (X07535 




lOkDa zein (AA 1 - 150) [Zea mays] 


Seq. No. 


296751 


Seq, ID 


LIB3117-009-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl346109 


BLAST score 


248 


E value 


2.0e-21 


Match length 


73 


% identity 


64 


NCBI Description 


GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 




PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA07404_ (D38231) 




RWD [Oryza sativa] 


Seq. No. 


296752 


Seq. ID 


LIB31 17-00 9-Q1-K1-C6 


Method 


BLASTN 


NCBI GI 


g22540 


BLAST score 


154 


E value 


3.0e-81 


Match length 


190 



41584 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 

Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Maize mRNA for lOkDa zein 
296753 

LIB3117-009-Q1-K1-F11 

BLASTN 

g22326 

96 

7.0e-47 

168 

89 

Z.mays gene for Hageman factor inhibitor 
296754 

LIB3117-009-Q1-K1-G5 

BLASTX 

g4105697 

198 

7.0e-16 

64 

67 

(AF04 9870) thaumatin-like protein [Arabidopsis thaliana] 
296755 

LIB3117-009-Q1-K1-G6 

BLASTX 

g3915847 

282 

2.0e-25 

108 

61 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
4 OS ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 


296756 


Seq. ID 


LIB3117-010-Q1-K1-D2 


Method 


BLASTN 


NCBI GI 


g22530 


BLAST score 


68 


E value 


6.0e-30 


Match length 


252 


% identity 


81 


NCBI Description 


Zea mays mRNA fragment encoding a zein (clone B4 9) 


Seq. No. 


296757 


Seq. ID 


LIB3117-010-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g467996 


BLAST score 


392 


E value 


4.0e-38 


Match length 


95 


% identity 


84 


NCBI Description 


(U04434) flavanone 3-beta-hydroxylase [Zea mays] 


Seq. No. 


296758 


Seq. ID 


LIB3117-010-Q1-K1-E5 


Method 


BLASTN 



41585 



NCBI GI 


g22292 


BLAST score 


57 


E value 


2.0e-23 


Match length 


117 ' 


% identity 


88 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


296759 


Seq. ID 


LIB3117-010-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


40 


% identity 


70 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 


Seq. No. 


296760 


Seq. ID 


LIB31 17-01 1-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gllzyy4 


BLAST score 


352 


E value 


2.0e-33 


Match length 


92 


% identity 


77 


NCBI Description 


GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 



>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi 226091 prf 1410284A abscisic acid inducible gene [Zea 
mays] 



Seq. No. 


296761 


Seq. ID 


LIB3117-011-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


425 '•-<•• 


E value 


0.0e+00 


Match length 


433 


% identity 


26 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, 


Seq. No. 


296762 


Seq. ID 


LIB3117-011-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


49 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


296763 


Seq. ID 


LIB3117-011-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2832638 


BLAST score 


287 



41586 



E value 
Match length. 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-26 

73 

73 

(AL021711) putative protein [Arabidopsis thaliana] 
296764 

LIB3117-011-Q1-K1-F3 

BLASTX 

gll84776 . 

189 

7..0e-15 

54 

12 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenas 
GAPC4 [Zea mays] 



Seq. No. 


296765 




Seq. ID 


LIB3117-011-Q1 


-K1-F7 


Method 


BLASTX 




NCBI GI 


g468516 




BLAST score 


189 




E value 


2.0e-14 




Match length 


88 




% identity 


48 




NCBI Description 


(X55724) zein 


[Zea mays] 


Seq. No. 


296766 




Seq. ID 


LIB3117-011-Q1 


-K1-G6 


Method 


BLASTX 




NCBI GI 


g548770 




BLAST score 


166 




E value 


1.0e-ll 




Match length 


32 




% identity 


100 




NCBI Description 


60S RIBOSOMAL 


PROTEIN L3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

296767 

LIB3117-012-Q1-K1-A3 . 

BLASTN 

g22524 

63 

5.0e-27 

191 

83 

Zea mays mRNA encoding a zein (clone ZG31A) 
296768 

LIB3117-012-Q1-K1-F5 

BLASTX 

g82660 

261 

7.0e-23 

76 

70 

19K zein precursor (clone ZG31A) - maize (fragment) 



41587 



>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296769 

LIB3117-012-Q1-K1-F6 

BLASTN 

g22524 

119 

2.0e-60 

211 

89 

Zea mays mRNA encoding a zein 



(clone ZG31A) 



296770 

LIB3117-012-Q1-K1-G6 

BLASTX 

gl41605 

381 

6.0e-37 

89 

87 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

296771 

LIB3117-013-Q1-K1-A12 

BLASTX 

gl707924 

197 

5.0e-15 

100 
59 

GLUCOSE-1-PHOSPHATE ADENYLYLTRANSFERASE LARGE SUBUNIT 1 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) (ALPHA-D-GLUCOSE-1-PHOSPHATE 
ADENYL TRANSFERASE) (SHRUNKEN- 2 ) >gi_1947182 (M81603) 

shrunken- 2 [Zea mays] >gi_44 4329_prf 1906378A ADP glucose 

pyrophosphorylase [Zea mays] 

296772 

LIB3117-013-Q1-K1-A6 

BLASTX 

g3980254 

297 

5.0e-27 

103 

60 

(AJ006053) peroxisomal membrane protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296773 

LIB3117-013-Q1-K1-A7 

BLASTX' 

g3980254 

347 

9.0e-33 
129 



41588 



% identity 

NCBI Description 



51 

(AJ006053) peroxisomal membrane protein [Arabidopsis 
thaliana] 



Seq. No, 


296774 


Seq. ID 


LIB3H7-013-Q1-K1-CH 


Method 


BLASTN 


NCBI GI 


g225l6 


BLAST score 


109 


E value 


2.0e-54 


Match length 


265 


% identity 


85 


NCBI Description 


Maize Zc2 gene for zein 


Seq. No." 


296775 


Seq. ID 


LIB3H7-013-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g!4l600 


BLAST score 


196 


E value 


3.0e-15 


Match length 


66 


% identity 


61 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



Zc2 (28 kD glutelin-2) 



>) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 


296776 


Seq. ID 


LIB3117-013-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


g22537 


BLAST score 


122 


E value 


4.0e-62 


Match length 


162 


% identity 


66 


NCBI Description 


Maize mRNA for zein polypeptide (clone M6) 


Seq. No. 


296777 


Seq. ID 


LIB3117-013-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2245098 


BLAST score 


371 


E value 


1.0e-35 


Match length 


84 


% identity 


77 


NCBI Description 


(Z97343) ribosomal protein [Arabidopsis thai 


Seq. No. 


296778 


Seq. ID 


LIB3117-014-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


176 


E value 


7.0e-13 


Match length 


93 


% identity 


46 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 



>gi_72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



41589 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length ( 

%- identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI .GI , 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296779 - 

LIB3117-014-Q1-K1-C1 

BLASTX 

g82696 

150 

9.0e-19 

56 

88 

glycine-rich protein - maize >g.i_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

296780 

LIB3117-014-Q1-K1-H4 

BLASTN 

g22544 

236 

1.0e-130 

330 

83 

Maize mRNA (clone A30) for zein (a plant storage protein) 
296781 

LIB3117-015-Q1-K1-A6 
BLASTX 

g32128 : 52 ' " .■ \, . ■ . \ • ; * : <" 

155 ' - ' 

3.0e-10 

109 

36 

(AC004005) unknown protein [Arabidopsis thaliana] 
296782 

LIB3117-015-Q1-K1-C7 

BLASTX 

g468516 

.407 - - 

8.0e-40 

106 

80 

(X55724) zein [Zea mays] 
296783 

LIB3117-015-Q1-K1-D4 

BLASTN 

g22544 

70 

3.0e-31 

237 
82 

Maize mRNA (clone A30) for zein (a plant storage protein) 
296784 

LIB3117-015-Q1-K1-D6 

BLASTX 

g2832243 

166 



41590 



E value 


4.0e-12 


Match length 


39 


% identity 


82 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


296785 


Seq. ID 


LIB3117-015-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


63 


% identity 


57 


NCBI Description 


(AF083890) 19S proteosome subunit 9 [Arabidopsis thai 


Seq. No. 


296786 


Seq. ID 


LIB3117-015-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g224513 


BLAST score 


149 


E value 


7.0e-ll 


Match length 


57 


% identity 


68 


NCBI Description 


zein M6 [Zea mays] 


Seq. No. 


296787 - ; ■'• 


Seq. ID 


LIB3117-015-Q1-K1-E9 


Method 


BLASTX 


NCBI GI . 


g2961378 


BLAST score 


295 


E value 


1.0e-26 


Match length 


115 


% identity 


34 


NCBI Description 


(AL022141) putative protein [Arabidopsis thaliana] 


Seq. No. 


296788 


Seq. ID 


LIB3117-015-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl060934 


BLAST score 


102 


E value 


2.0e-50 


Match length 


194 


% identity 


88 


NCBI Description 


Maize mRNA for mLIP15 (DNA-binding' factor), complete < 


Seq. No. 


296789 


Seq. ID 


LIB31 18-00 1-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g 4454464 


BLAST score 


147 


E value 


5.0e-12 


Match length 


46 


% identity 


80 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


296790 


Seq. ID 


LIB3118-001-Q1-K1-E10 



41591 



Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2144583 

201 * 

5.0e-16 

59 

64 

proteinase inhibitor {Bowman-Birk) D-II precursor - soybean 
>gi_18572_emb_CAA48657_ (X68706) Bowman-Birk proteinase 
isoinhibitor D-II [Glycine max] >gi_288619_emb_CAA48658_ 
(X68707) Soybean Bowman-Birk proteinase isoinhibitor D-II 

[Glycine max] >gi_743636j?rf 2013215A Bowman-Birk protease 

inhibitor [Glycine max] 

296791 

LIB3118-001-Q1-K1-H10 " 

BLASTX 

g2144584 

145 

1.0e-09 

72 
50 

trypsin inhibitor A (Kunitz) precursor - soybean 
>gi_18770_emb_CAA45777_ (X64447) trypsin inhibitor subtype 
A [Glycine max] 

296792 .. " • • • ■ 

LIB3118-001-Q1-K1-H12 

BLASTX 

g2144584 

153 

1.0e-10 

45 

73 

trypsin inhibitor A (Kunitz) precursor - soybean 
>gi_18770_emb_CAA45777_ (X64447) trypsin inhibitor subtype 
A [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296793 

LIB3118-002-Q1-K1- 

BLASTN 

g662367 

76 

7.0e-35 

125 

100 

Zea mays 
complete 



B2 



farnesyl pyrophosphate synthetase (fps) mRNA, 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI * GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296794 

LIB3118-002-Q1-K1-B4 

BLASTN 

g2828011 

54 

1.0e-21 

194 

84 

Zea mays starch synthase I 



precursor (Ssl) mRNA, nuclear 



41592 



gene encoding plastid protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296795 

LIB3118-002-Q1-K1-B8 

BLASTX 

gl41605 

511 

6.0e-52 

129 

81 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312jpir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296796 

LIB3118-002-Q1-K1-D11 

BLASTX 

g82696 . 

277 

8.0e-29 

83 

86 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 


29,6797 


Seq. ID 


LIB3118-002-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


94 


E value 


1.0e-45 


Match length 


233 


% identity 


11 


NCBI Description 


Zea mays 22-kDa alpha zein 


Seq. No. 


296798 


Seq. ID 


LIB3118-002-Q1-K1-E11'. * 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


240 


E value 


3.0e-20 


Match length 


65 


% identity 


68 


NCBI Description 


(AF049110) prpol [Zea mays] 


Seq. No. 


296799 


Seq. ID 


LIB3118-002-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl30172 


BLAST score 


145 


E value 


2.0e-09 


Match length 


58 


% identity 


50 


NCBI Description 


ALPHA-GLUCAN PHOSPHORYLASE, 



PHOSPHORYLASE L) >gi_168276 
[Ipomoea batatas] 



L ISOZYME PRECURSOR (STARCH 
(M64362) starch phosphorylase 



41593 



Seq. No. 


296800 


Seq. ID 


LIB3118-002-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g72307 


BLAST score 


379 


E value 


1.0e-36 


Match length 


111 


% identity 


75 


NCBI Description 


22K zein precursor (clone pZ22.; 




(J01246) 26.99 kd zein protein 


Seq. No. 


296801 


Seq. ID 


LIB3118-002-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


243 


E value 


2.0e-20 


Match length 


69 


% identity 


72 


NCBI Description 


(M58656) pyruvate, orthophosphat< 


Seq. No. 


296802 


Seq. ID 


LIB3118-002-Q1-K1-H5 


Method 


BLASTX 


MOOT f~* T 

NCBI GI 


«1 ti neon 

gl /lUooU 


BLAST score 


291 ' 


E value 


3.0e-26 


Match length 


102 


% identity 


54 


NCBI Description 


60S RIBOSOMAL PROTEIN L27A >gi ; 



maize >gi 168686 



[Zea mays] 



9719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296803 

LIB3118-003-Q1-K1-A4 

BLASTX . 

gl416(>5 

152 

7.0e-10 
144 

33 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) ■ 

maize >gi 168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296804 

LIB3118-003-Q1-K1-B1 

BLASTX 

gl41599 

218 

8.0e-18 

79 

59 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>gi_72316_pir ZIZMA2 19K zein precursor (clone CZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 



41594 



[Zea. mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296805 

LIB3118-003-Q1-K1-B6 

BLASTX 

g3492806 

246 

7.0e-21 

115 

44 

(AJ225045) adventitious rooting related oxygenase [Malus 
domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296806 

LIB3118-003-Q1-K1-B7 

BLASTX 

gl41605 

297 

6.0e-27 . ' * . 

109 

61 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296807 

LIB3118-003-Q1-K1-D10 

BLASTX 

gl41598 

227 

4.0e-19 

84 
60 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi_72313_pir ZIZM99 19K zein precursor (clone ZG99) • 

maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays] 
>gi 22534_emb_CAA24726_ (V01479) zein [Zea mays] 



Seq. No. 


296808 




Seq. ID 


LIB3118-003-Q1-K1-D11 




Method 


BLASTN 




NCBI GI 


g602252 




BLAST score 


43 




E value 


4.0e-15 




Match length 


71 




% identity 


90 




NCBI Description 


Zea mays enolase (eno2] 


\ mRNA, complete 


Seq. No. 


296809 




Seq. ID 


LIB3118-003-Q1-K1-D4 




Method 


BLASTX 




NCBI GI 


g82696 * 




BLAST score 


451 




E value 


5.0e-45 




Match length 


94 




% identity 


93 




NCBI Description 


glycine-rich protein - 


maize >gi_22293 



41595 



(X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296810 

LIB3118-003-Q1-K1-E4 
BLASTX 
g232161 
176 

9.0e-13 
77 
55 

19 KD GLOBULIN 
>gi_68857_pir_ 
>gi_2 0 1 5 9_emb_CAA4 5400 
[Oryza sativa] 



PRECURSOR (ALPHA-GLOBULIN) 
WMRZ19 19K globulin precursor - rice 

(X63990) 19 kDa globulin precursor 



296811 

LIB3118-003-Q1-K1-E7 
BLASTN 
g21794 
50 - 
3.0e-19 
98 
88 

NCBI Description Wheat histone H4 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq,. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296812 • ,; ; , 

LIB3118-003-Q1-K1-F11 '•*: 

BLASTN 

g22292 

35 

2.0e-10 

59 

90 

Z.mays mRNA for glycine-rich protein 
296813 

LIB3118-003-Q1-K1-G3 

BLASTX 

gl68697 

405 

2.0e-49 

132 

86 

(M60835) zein [Zea mays] 
296814 

LIB3118-003-Q1-K1-G4 

BLASTX 

gl41604 

292 

4.0e-43 

147 

61 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 

>gi_72310_pir ZIZM91 19K zein precursor (clone CZ19C1) 

maize >gi_168678 (M12146) 19 kDa zein protein [Zea mays] 



41596 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296815 

LIB3118-005-Q1-TK1-A11 

BLASTX . . 

g2266992 

201 

5.0e-16 

73 

55 

(U77412) O-linked GlcNAc transferase [Caenorhabditis 
elegans] 

296816 

LIB3118-005-Q1-K1-A5 

BLASTX 

g730461 

205 

4.0e-16 

56 
64 

40S RIBOSOMAL PROTEIN YS29A >gi_626904_pir S48503 

ribosomal protein S29.e.A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_287628_dbj_BAA03507_ (D14676) ribosomal 
protein YS29 [Saccharomyces cerevisiae] >gi_625108 (U19729) 
Ylr388wp [Saccharomyces cerevisiae] 

296817 

LIB3118-005-Q1-K1-B11 

BLASTN 

g22312 

153 

1.0e-80 

200 

95 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296818 

LIB3118-005-Q1-K1-B3 

BLASTX 

gl68699 

293 

2.0e-26 

79 

78 

(M60836) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



296819 

LIB3118-005-Q1-K1-B5 

BLASTX 

g!68699 

270 

6.0e-24 

78 

73 

(M60836) 



zein [Zea mays] 



Seq. No. 



296820 



41597 



Seq. ID 


LIB3118-005-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


112 


E value 


2 . Oe-56 


Match length 


167 


% identity 


92 


NCBI Description 


Maize mRNA (clone A30) 


Seq. No. 


296821 


Seq. ID 


LIB3118-005-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


227 


E value 


7 . Oe-19 


Match length 


108 


%. identity 


36 


NCBI Description 


(M60836) zein [Zea mays 


Seq. No. 


296822 


Seq. ID 


LIB3118-005-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


66 


E value 


5.0e-29 


Match length 


145 ■ 


% identity 


44 


NCBI Description 


Z.mays Zdl tandem genes 


Seq. No.. 


296823 


Seq. ID 


LIB3118-005-Q1-K1-H5 


Method 


rjT J\ P rpv 

BLASTX 


NCBI GI 


g82696 


BLAST score . 


389 


E value 


1.0e-37 


Match length 


86 


% identity 


90 


NCBI Description 


glycine-rich protein - i 




(X61121) glycine-rich p. 


Seq, No. 


296824 


Seq. ID 


LIB3118-006-Q1-K1-A5 


Metnoa 


dt 7\ cmv 
BLAol A 


NCBI GI 


gl705844 


BLAST score 


263 


E value 


8.0e-23 


Match length 


85 


% identity 


62 



NCBI Description 



CHALCONE SYNTHASE RJ5 (NARINGENIN-CHALCONE SYNTHASE) 

>gi_1362040_pir S56675 naringenin-chalcone synthase 

homolog RJ5 - garden strawberry (fragment) >gi_643078 
(U19942) chalcone synthase [Fragaria x ananassa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



296825 

LIB3118-006-Q1-K1-A6 

BLASTX 

g2911057 



41598 



BLAST score 


189 


E . value 


2.0e-14 


Match length 


52 


% identity 


73 


NCBI Description 


(AL021961) caffeoyl-CoA O-methyltransf erase 




[Arabidopsis thaliana] 


Seq. No. 


296826 


Seq. ID 


LIB31 18-00 6-Ql-Kl-Ao 


Method 


BLASTN 


NCBI GI 


g5091496 


BLAST score 


35 


E value 


3.0e-10 


Match length 


71 


% identity 


87 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clo] 




complete sequence 


Seq. No. 


296827 


Seq. ID 


LIB31 18-00 6-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


238 


E value 


3.0e-20 


Match length 


7.2 


% identity 


68 " " ■ 


NCBI Description 


(M58656) pyruvate, orthophosphate dikinase [ 


Seq. No. 


296828 


Seq. ID 


LIB3118-006-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2944417 


BLAST score 


278 


E value 


1.0e-24 


Match length 


112 


% identity 


57 


NCBI Description - 


(AF049881) peroxidase FLXPER4 [Linum usitat 


- 

Seq. No. 


296829 


Seq. ID 


LIB3118-006-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


179 


E value 


2.0e-13 


Match length 


76 


% identity 


55 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


296830 


Seq. ID 


LIB31 18-00 6-Q1-K1-H3 


Method 


BLASTX 




gizziuo 


BLAST score ■ 


227 


E value 


7.0e-19 


Match length 


53 


% identity 


91 


NCBI Description 


HISTONE H4 >gi 70771_pir HSZM4 histone H4 ■ 



41599 



>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea v 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Tri'ticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_JL66742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog -[Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 


296831 


Seq. ID 


LIB3118-007-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


gll84773 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPi 




(gpc3) mRNA, complete cds 


Seq. No. 


296832 


Seq. ID 


LIB3118-007-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


235 


E value 


5.0e-20 


Match length 


79 


% identity 


63 


NCBI Description 


(M58656) pyruvate, orthophosphate dikinase [Zea mays] 


Seq. No. 


296833 


Seq. ID 


LIB3118-007-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


64 


% identity 


55 ' 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


296834 


Seq. ID 


LIB3118-007-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g466160 


BLAST score 


336 


E value 


1.0e-31 


Match length 


81 


% identity 


80 


NCBI Description 


HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 



>gi_630771_pir S44903 ZK652.3 protein- Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 



41600 



elegans] 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296835 

LIB3118-007-Q1-K1-C6 

BLASTX * 

gl41613* 

195 

3.0e-15 

90 
49 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22 . 1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 



Seq. No. 


296836 


Seq. ID 


LIB3118-007-Q1-K1-F6 


Method 


TjT 7\ nmv 

BLASTX 


NCBI GI 


g82696 


BLAST score 


259 


E value 


8 . Oe-23 


Match length 


87 


% identity 


62 


NCBI Description 


glycine-rich protein - maize >gi 22293 ei 




(Aoiizi j glycine— ricn protein L^ea mays j 


Seq. No. 


296837 


Seq. ID 


LIB3118-008-Q1-K1-A4 


Method 


BLAST N 


NCBI GI 


g463151 


BiiAbi score 


loo 


E value 


1 . Oe-99 


Match length 


409 


% identity 


o c 
ob 


NCBI Description 


Zea mays high sulfur zein gene, complete 


Seq. No. 


296838 


Seq. ID 


LIB311o-p0o-Ql-Kl-B2 




DT aQTM 
OLifiO 1 IN 


NCBI GI 


g463151 


BLAST score 


68 


E value 


7.0e-30 * 


Match length 


148 


% identity 


86 


NCBI Description 


Zea mays high sulfur zein gene, complete 


Seq. No. 


296839 


Seq. ID 


LIB3118-008-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g550434 


BLAST score 


322 


E value 


8.0e-30 


Match length 


110 


% identity 


56 


NCBI Description 


(X81828) cytochrome P450 [Zea mays] 


Seq. No. 


296840 


Seq. ID 


LIB3118-008-Q1-K1-B7 



41601 



Method 


BLASTX 


NCBI GI 


g266398 


BLAST score 


254 


E value 


4.0e-22 


Match length 


61 


% identity 


79 


NCBI Description 


TRYPSIN/ FACTOR XIIA INHIBITOR PRECURSOR 


INHIBITOR) (CHFI) >gi_6884 9_pir TIZM1 i 




inhibitor precursor - maize >gi_22327_ei 




(X54064) corn Hageman factor inhibitor 


Seq. No. 


296841 


Seq. ID 


LIB3118-008-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


164 


E value 


9.0e-25 


Match length 


86 


% identity 


71 


NCBI Description 


glycine-rich protein - maize >gi_22293_< 




(X61121) glycine-rich protein [Zea mays 


Seq. No. ■ 


296842 


Seq. ID 


LIB3118-008-Q1-K1-D10 


Method 


OT H P rp x7 

BLASTN 


NCBI GI 


gl68675 , ■*<.-■ 


BLAST score 


52 


E value 


1. Oe-20 


Match length 


121 


% identity 


84 


NCBI Description 


Maize mutant zein (zE19) gene, complete 


Seq. No. 


296843 


Seq. ID 


LIB3118-008-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


gl68675 


BLAST score 


62 - - 


E value 


2 . Oe-26 


Match length 


150 


% identity 


87 


NCBI Description 


Maize mutant zein (zE19) gene, complete 


Seq. No. 


296844 


Seq. ID 


LIB3118-008-Q1-K1-E8 


Method 


tit ti p rrv 

BLASTX 


NCBI GI 


g4432814 


BLAST score 


188 


E value 


2.0e-14 


Match length 


93 


% identity 


45 


NCBI Description 


(AC006593) unknown protein [Arabidopsis 


Seq. No. 


296845 


Seq. ID 


LIB3118-008-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl29916 


BLAST score 


203 



41602 



E value 
Match length 
% identity 
NCBI Description 



1.0e-21 

118 

57 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 


296846 • 




Seq. ID 


LIB3118-008-Q1-K1-G9 




Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


141 




E value 


1.0e-73 




Match length 


161 




% identity 


97 




NCBI Description 


Maize Zc2 gene for zein Z< 


Seq. No. 


296847 




Seq. ID 


LIB3118-009-Q1-K1-A8 




Method 


BLASTX 




NCBI GI 


gl00547 




BLAST score 


156 




E value 


2.0e-10 




Match length 


60 




% identity 


55 




NCBI Description 


globulin precursor - 


oat » 


Seq. No. 


296848 




Seq. ID 


LIB3118-009-Q1-K1-B3 




Method 


BLASTX 




NCBI GI 


gl41600 




BLAST score 


241 




E value 


4.0e-29 




Match length 


104 




% identity 


69 




NCBI Description 


ZEIN-ALPHA PRECURSOR 


(19 I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

296849 

LIB3118-009-Q1-K1-B7 

BLASTN 

g22544 

70 

4.0e-31 

226 

84 

Maize mRNA (clone A30) for zein (a plant storage protein) 
296850 

LIB3118-009-Q1-K1-C6 

BLASTX 

g2982245 

162 

2.0e-ll 
73 



41603 



% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(AF051205) hypothetical protein .[Picea mariana] 
296851 

LIB3118-009-Q1-K1-C7 

BLASTX 

g3377797 

236 

7.0e-20 

86 

63 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
, Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296852 

LIB3118-009-Q1-K1-E3 

BLASTN 

g2811133 * 

214 

1.0e-117 

277 

95 

Zea mays starch synthase isoform zSTSII-1 
partial cds 



(zSSIIa) mRNA, 



296853 

LIB3118-010-Q1-K1-A2 

BLASTX 

gl41597 

166 

7.0e-24 

109 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

296854 

LIB3118-010-Q1-K1-B7 

BLASTN 

g22312 

78 

6.0e-36 

191 

92 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 

296855 

LIB3118-010-Q1-K1-C8 

BLASTX 

gll2994 

319 



41604 



E value 
Match length 
% identity 
NCBI Description 



1.0e-29 

71 
86 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] > 



Seq. No. 


296856 * 


Seq. ID 


LIB3118-010-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2221"6 


BLAST score 


236 


E value 


7 . Oe-20 


Match length 


66 


% identity 


76 


NCBI Description 


(X55722) 22kD zein [Zea mays] ■ 


Seq. No. 


296857 


Seq. ID 


LIB3118-010-Q1-K1-H10 


Method 


BLAST N 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) inRNA, 


Seq. No. 


296858 


Seq. ID 


LIB3118-011-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


gl314428 


BLAST score 


150 


E value 


6.0e-79 


Match length 


150 


% identity 


100 


NCBI Description 


Zea mays ssp. huehuetenangensi: 




ribosomal RNA, ITS2 



5.8S 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296859 

LIB3118-011-Q1-K1-B1 

BLASTX 

g3264767 

269 

1.0e-23 

68 - 
74 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
296860 

LIB3118-011-Q1-K1-C10 

BLASTN 

g498774 

42 

9.0e-15 



41605 



Match length 

% identity 

NCBI Description 



70 
90 

Z.mays (cv DH5xDH7) hsp70-5 mRNA for heat shock protein 



Seq. No. 


296861 


Seq. ID 


LIB3118-011-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2119936 


BLAST score 


171 


E value 


3.0e-12 


Match length 


106 


% identity 


40 


NCBI Description 


translation initiation factor 




(fragment) 


Seq. No. 


296862 


Seq. ID 


LIB3118-011-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g224507 


BLAST score 


522 


E value " 


3.0e-53 


Match length 


152 


% identity 


74 


NCBI Description 


zein Al [Zea mays] 


Seq. No. 


296863 


Seq. ID 


LIB3118-011-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


170 


E value 


3.0e-12 


Match length 


70 


% identity 


61 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


296864 


Seq. ID 


LIB3118-011-Q1-K1-E1 


Method 


BLASTN 


NCBI GI 


gl68677 


BLAST score 


55 


E value 


3.0e-22 


Match length 


162 


% identity 


83 


NCBI Description 


Maize 19 kDa zein mRNA, clone 


Seq. No. 


296865 


Seq. ID 


LIB3118-011-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4335745 


BLAST score 


240 


E. value 


1.0e-20 


Match length 


99 


% identity 


43 


NCBI Description 


(AC006284) putative hydrolase 



eIF-4A.6 - common tobacco 



esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



41606 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296866 

LIB3118-012-Q1-K1-A3. 

BLASTN 

g22514 

124 

2.0e-63 

232 

88 

Maize Zcl gene for Zein Zcl 



(14 kD zein-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296867 

LIB3118-012-Q1-K1-A5 

BLASTX 

g3080400 

192 

8.0e-15 

48 

73 

(AL022603) putative protein 
>gi_4455264_emb_CAB36800.1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL035527) putative protein 



Seq. No. 


296868 


Seq. ID 


LIB3118-012-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


154 


E value 


1.0e-22 


Match length 


82 


% identity 


73 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (' 




>gi 72311_pir ZIZM2 19K zein 




>gi_22529_emb_CAA24723_ (V0147 


Seq. No. 


296869 


Seq. ID 


LIB3118-012-Q1-K1-C9 


Method 


BLASTX - 


NCBI GI 


g2832243 


BLAST score 


190 


E value 


1.0e-14 


Match length 


81 


% identity 


57 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 


Seq. No. 


296870 


Seq. ID 


LIB3118-012-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


gl68702 


BLAST score 


48 


E value 


3.0e-18 


Match length 


116 


% identity 


86 


NCBI Description 


Corn 22 kDa zein protein gene, 


Seq. No. 


296871 


Seq. ID 


LIB3118-012-Q1-K1-E1 


Method 


BLASTX 



maize 



zein [Zea mays] 



[Zea mays] 



complete cds 



41607 



CO 



NCBI GI 


g82660 


BLAST scor^ 


342 


E value 


3.0e-32 


Match length 


100 


% identity 


70 


NCBI Description 


19K zein precursor (clone ZG31A) - maize (fragment) 




>gi_809117 emb CAA24720 (V01473) zein [Zea mays] 


Seq. No. 


f\ r\ r~ r\ ~t r\ 

296872 


Seq. ID 


LIB3118-012-Q1-K1-E5 


Method 


OT TV o mv 

BLASTX 


NCBI GI 


g82660 


BLAST score 


339 


E value 


7.0e-32 


Match length 


104 


% identity 


67 


NCBI Description 


19K zein precursor (clone ZG31A) - maize (fragment) 




>gi 809117 emb CAA24720_ (V01473) zein [Zea mays] 


Seq. No". 


296873 


Seq. ID 


LIB3118-012-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl41598 


BLAST score 


313 


E value 


9.0e-29 


Match length 


120 


% identity 


58 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 




>gi 72313j>ir ZIZM99 19K zein precursor (clone ZG99) - 




maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays] 




>gi 22534 emb CAA24726_ (V01479) zein [Zea mays] 


Seq. No. 


296874 


Seq. ID 


LIB3118-012-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4559381 


BLAST score 


242 - 


E value 


1.0e-20 


Match length 


103 


% identity 


45 


NCBI Description 


(AC006526) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


296875 


Seq. ID 


LIB3118-012-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


325 


E value 


2.0e-30 


Match length 


99 


% identity 


72 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943 jpir S15655 




zein, 19K - maize >gi_22446_emb_CAA37 651_ (X53582) 19 kDa 




zein [Zea mays] 


Seq. No. 


296876 


Seq. ID 


LIB3118-012-Q1-K1-G9 


Method 


BLASTN 



41608 



NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



gl68681 
56 

8.0e-23 

144 

85 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296877 

LIB3118-013-Q1-K1-A1 

BLASTX 

g266398 

369 

2.0e-35 

86 

73 

TRYPS IN/FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_68849j?ir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 

296878 

LIB3118-013-Q1-K1-A11 

BLASTX 

g629861 

222 

2.0e-18 

71 

63 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 


296879 


Seq. ID 


LIB3118-013-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2618701 


BLAST score 


252 


E value 


1.0e-21 


Match length 


93 


% identity 


60 


NCBI Description 


(AC002510) hypothetical protein [Arabidopsis thai 


Seq. No. 


296880 


Seq. ID 


LIB3118-013-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g266398 


BLAST score 


196 


E value 


4.0e-15 


Match length 


90 


% identity 


52 


NCBI Description 


TRYPS IN/ FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN ] 



INHIBITOR) (CHFI) >gi_68849_pir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37 998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 



Seq. No. 
Seq. ID 



296881 

LIB3118-013-Q1-K1-D10 



41609 



Method 

NCBI ,GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID : 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g419803 

267 

1.0e-23 

80 

65 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



296882 

LIB3118-013-Q1-K1-E7 

BLASTX 

g585202 

214 

2.0e-17 

76 

63 

GLUTAMINE SYNTHETASE ROOT ISOZYME 2 ( GL U T AMAT E — AMMON I A 

LIGASE) >gi_481807jpir S39478 glutamate — ammonia ligase 

(EC 6.3.1.2) 1-2, cytosolic - maize 

>gi_434326_emb_CAA46720_ (X65927) glutamine synthetase [Zea 
mays] 

296883 

LIB3118-013-Q1-K1-G5 

BLASTX - - 

gl29916 

151 

4.0e-10 

90 

41 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911jpir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

296884 

LIB3118-013-Q1-K1-H10 

BLASTX . 

g224507 

164 

2.0e-ll 

50 

64 

zein Al [Zea mays] 
296885 

LIB3118-014-Q1-K1-A9 

BLASTX 

g4158230 

290 

2.0e-26 

85 

71 

(Y18625) 



amylogenin [Triticum aestivum] 



Seq. No. 



296886 



41610 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3118- 
BLASTX 
gl29081 
224 

2.0e-18 

75 

63 

OLEOSIN 
PROTEIN 



014-Q1-K1-B1 



ZM-II (OLEOSIN 18 KD) (LIPID BODY-ASSOCIATED 
L2) >gi_100904_pir A35040 oleosin 18 - maize 



>gi_168509 (J05212) oleosin KD18 (L2) [Zea mays] 



Seq. No. 


296887 


Seq. ID 


LIB3118-014-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3328122 


BLAST score 


167 


E value 


4 . Oe-12 


Match length 


53 


% identity 


66 


NCBI Description 


(AF073473) phosphoglycerat< 




tuberosum] 


Seq. No. 


296888 


Seq. ID 


LIB3118-014-Q1-K1-B6 


weLnoa 


DT AQTY 


NCBI GI . - . 


g2829924 


BLAST score - 


143 


E value 


6.0e-09 


Match length 


58 


% identity 


48 


NCBI Description 


(AC002291) Unknown protein 


Seq. No. 


296889 


Seq. ID 


LIB3118-014-Q1-K1-C10 


Method 


BLASTX 


NCB.I,GI 


g629862 


BLAST score 


469 


E value 


4.0e-47 


Match length 


108 


% identity 


86 


NCBI Description 


zein Zdl, 19K - maize >gi_J 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



zein Zdl (19 kDa zein) [Zea mays] 
296890 . 

LIB3118-014-Q1-K1-D3 

BLASTX 

g282881 

218 

1.0e-17 
109 

43 . - ' 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

296891 

LIB3118-014-Q1-K1-E10 



41611 



a 



|=2= 
— =: 



Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method, 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g944842 

140 

4.0e-09 

65 

54 

(X80023) ATP/ADP carrier protein [Triticum turgidum] 

296892 . -i 

LIB3118-014-Q1-K1-E12 

BLASTX 

gl41614 

325 

3.0e-30 

123 

60 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

296893 

LIB3118-014-Q1-K1-E4 

BLASTX 

g629861 

331 - * . 

6.0e-31 

98 

70 

zein Zdl, 19K - maize >gi_535020_einb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

296894 

LIB3136-001-P1-K1-A7 

BLASTX 

g4337179 

152 

4.0e-10 

63 

49 

(AC006416) This gene is continued on the 5* end of BAC 
T12M14. [Arabidopsis thaliana] 

296895 

LIB3136-001-P1-K1-C9 

BLASTX 

g'2511531 

220 

6.0e-18 

95 
58 

(AF008120) alpha tubulin 
>gi_3 1 6 3 9 4 4_emb_CAA0 6 6 1 8_ 
[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



Seq. No. 
Seq. ID 



296896 

LIB3136-002-P1-K1-B11 



41612 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No., 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4056469 

192 

2.0e-24 

84 

74 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

296897 

LIB3136-002-P1-K1-C1 

BLASTX 

g2827143 

175 

9.0e-13 

107 

40 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

296898 

LIB3136-002-P1-K1-D2 
-BLASTX • . 
gl36745 
712 

2.0e-75 

151 

89 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE (UDP-GLUCOSE FLAVONOID 
3-O-GLUCOSYLTRANSFERASE) (BRONZE-1) (BZ-W22 ALLELE) 

>gi_82690_pir S01037 flavonol 3-O-glucosyltransferase (EC 

2.4.1.91) (allele Bz-W22) - maize >gi_22210_emb_CAA307 60_ 
(X07937) UDPglucose flavonoid glycosyl transferase [Zea 
mays] >gi_22506_emb_CAA31857_ (X13502) UFGT (AA 1 - 471) 
[Zea mays] 

296899 

LIB3136-002-P1-K1-E8 

BLASTX 

gl350969 . 

207 

1.0e-16 

62 

66 

40S RIBOSOMAL PROTEIN S26 (S31) >gi_971284_dbj_BAA07208_ 
(D38011) ribosomal protein S31 [Oryza sativa] 

296900 

LIB3136-002-P1-K1-G9 

BLASTX 

g4582787 

221 

1.0e-18 
54 



41613 



% identity 

NCBI Description 



83 

(AJ012281) adenosine kinase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296901 

LIB3136-002-P1-K1-H11 

BLASTX 

g3334115 

213 

3.0e-17 

74 . 
64 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum]. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 



296902 

LIB3136-003-Q1-K1-A10 

BLASTX 

g3935148 

172 

4.0e-23 

110 

55 

(AC005106) T25N20.12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296903 

LIB3136-003-Q1-K1-A4 

BLASTX 

g584893 

164 

1.0e-ll 

80 

47 

SERINE CARBOXY PEPTIDASE III PRECURSOR 

>gi_283002_j>ir S22530 carboxypeptidase III (EC 3.4.16.-) 

rice >gi_218153_dbj_BAA01757_ (D10985) serine 
carboxypeptidase III [Oryza sativa] 



Seq. No. 


296904 


Seq. ID 


LIB3136-003 


Method 


BLASTX 


NCBI GI 


g2827534 


BLAST score 


264 


E value 


3.0e-23 


Match length 


92 


% identity 


63 


NCBI Description 


(AL021633) ] 


Seq. No. 


296905 


Seq. ID 


LIB3136-003 


Method 


BLASTX 


NCBI GI 


g2492636 


BLAST score 


457 


E value 


9.0e-46 


Match length 


95 


% identity 


94 



41614 



NCBI Description 



ACONITASE (ACONITATE HYDRATASE) (CITRATE HYDRO- LYASE) 

>gi_1084317_pir S49849 aconitate hydratase (EC 4.2.1.3) 

muskmelon (fragment) >gi_599723_emb_CAA58047_ (X82840) 
aconitase [Cucumis melo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296906 

LIB3136-003-Q1-K1-E11 

BLASTX 

g3236259 

245 

7.0e-21 

102 

52 

(AC004 684) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296907 

LIB3136-004-Q1-K1-C4 

BLASTN 

g2431768 

104 

1.0e-51 

180 

89 

Zea mays acidic ribosomal protein Pla 
complete cds 



(rppla) mRNA, 



296908 

LIB3136-004-Q1-K1-D1 

BLASTX 

gl931647 

325 

3.0e-30 

77 

81 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

296909 

LIB3136-004-Q1-K1-F2 

BLASTX 

g2062167 

391 

6.0e-38 

123 

58 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296910 

LIB3136-004-Q1-K1-F9 

BLASTN 

g551482 

40 

4.0e-13 

126 

83 



41615 



NCBI Description 



Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 



Seq. No. 


296911 


Seq. ID 


LIB3136-004-Q1-K1-G1 


Method 


tjt t\ nrpv 

BLASTX 


NCBI GI 


g2262099 


BLAST score 


177 


E value 


4 . ue-i j 


Match length 


74 


% identity 


46 


NCBI Description 


(ACUU^J4Jj tnaumatin isoxog [AraDiaopsis tnaiianaj 


oeq. wo. 


296912 


Seq. ID 


LIB3136-004-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2108252 


BLAST score 


271 


E value 


5.0e-24 


Match length 


112 


% identity 


56 


NCBI Description 


(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 



>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 


296913 


Seq. ID 


LIB3136-004-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl839188 


BLAST score 


150 


E value 


1.0e-09 


Match length 


56 


% identity 


55 


NCBI Description 


(U86081) root hair defective 3 [Arabidopsis thaliana] 


Seq. No. 


296914 


Seq. ID 


LIB3136-005-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2244888 


BLAST score 


144 


E value 


3.0e-09 


Match length 


46 


% identity 


.48 - 


NCBI Description 


(Z97338) similarity to cytochrome P4 50 [Arabidopsis 




thaliana] 


Seq. No. 


296915 


Seq. ID 


LIB3136-005-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


gl845194 


BLAST score 


184 


E value 


4.0e-99 


Match length 


271 


% identity 


93 


NCBI Description 


Z.mays mRNA for HMGcl protein 




41616 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296916 

LIB3136-005-Q1-K1-C11 

BLASTX 

g2495171 

468 

4.0e-47 

96 

93 

DELTA-AMINOLEVULINIC ACID DEHYDRATASE PRECURSOR 
(PORPHOBILINOGEN SYNTHASE) (ALADH) 

>gi_1041423_emb_CAA63139_ (X92402) aminolevulinate 
dehydratase [Hordeum vulgare] 



Seq. No. 


o ft c m t 

296917 


Seq. ID 


LIB3136-005-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3451067 


BLAST score 


154 


E value 


1.0e-10 


Match length 


64 


% identity 


50 


NCBI Description 


(AL031326) putative protein [Arabidopsis 


Seq. No. 


o ft ei ft i o 

296918 


Seq. ID 


LIB3136-005-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2326947 


BLAST score 


288 


E value 


4.0e-26 


Match length 


91 


% identity 


64 


NCBI Description 


(Z50801) Chlorophyll a/b-binding protein 




[Zea mays] 


Seq. No. 


296919 


Seq. ID 


LIB3136-005-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g893294 


BLAST score 


183 


E value 


7.0e-14 . 


Match length 


86 


% identity 


50 


NCBI Description 


(L43362) 4-coumarate:CoA ligase isoform \ 


Seq. No. 


296920 


Seq. ID 


LIB3136-005-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2511531 


BLAST score 


258 


E value 


6.0e-29 


Match length 


86 


% identity 


76 



NCBI Description 



(AF008120) alpha tubulin 
>g i_3 163944 _emb_CAA0 6 6 1 8_ 
[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



Seq. No. 



296921 



41617 





Seq. ID 


T TD"31 one r\1 r/"1 rj 1 

LIBol JD-UUo-Ql-Kl-nl 




Method 


BLASTX 




NCBI GI 


gl076421 




BLAST score 


185 




E value 


8.0e-14 




Match length 


4 D 




% identity 






NCBI Description 


transcription factor TGA3 - Arabidopsis thaliana >gi 3041! 




- 


(L10209) transcription factor [Arabidopsis tnalianaj 




Seq. No. 


2 96922 , 




seq. id 


t tdti or^nn _vi _7\i n 




Metnoa 


oLiAo 1 A 




NCBI GI 


g2911059 




BLAST score 


459 




E value 


o . ue-4 b 




Match length 


99 




% identity 


84 




NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


'uO 


Seq. No. 


o n £ f\ o o 

296923 


Si 


Seq. ID 


T TD"31 OC rtrtC r\1 VI Ol f\ 

LIBolob-UUb-yi-Kl-olU 




Method 


BLASTX 


W 


NCBI GI 


g2980806 




BLAST score 


207 


O 


E value 


2 . Oe-16 




Match length 


60 


01 


% identity 


58 




NCBI Description 


(AL022197) putative protein [Arabidopsis . thaliana] 


jj 


Seq. No. 


296924 




Seq. ID 


LIB Jl Jb-UUb-Ql-Kl-BJ 


S 3 

: 


Metnoa 


BLASTX 




NCBI GI 


g2109457 




BLAST score 


244 




E value . 


6.0e-21 




Match length 


84 




% identity 


61 




NCbi Description 


(ArUUioUl) cnitinase [uryza sativaj 




Seq. No. 


o o /- r\ o c 

296925 




Seq. ID 


LIB3136-00O-Q1-K1-B7 




Metnoa 


nr t,c mv 




NCBI GI 


gz /UzzoU 




BLAST score 


668 




E value 


2.0e-70 




Match length 


140 




% identity 


89 




NCBI Description 


(AC003033) photomorphogenesis repressor C0P1 [Arabidopsis 






tnalianaj 




Seq. No. 


296926 




Seq. ID 


LIB3136-006-Q1-K1-D7 




Method . 


BLASTX 




NCBI GI 


g642134 




BLAST score 


157 




E value 


2.0e-15 



41618 



Match length 69 

% identity .68 . 

NCBI Description (D45355) protein kinase [Arabidopsis thaliana] 

>gi_3063704_emb_CAA18595.1_ (AL022537) protein kinase AME3 

[Arabidopsis thaliana] 



Seq. No. 


296927 


Seq. ID 


LIB3136-007-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


355 


E value 


9. Oe-34 


Match length 


O ft 

89 


% identity 


75 


NCBI Description 


(AJ00534 6) 40S ribosomal protein S5 [Cicer arietinum] 


Seq. No. 


296928 


Seq. ID 


LIB3136-007-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2921304 


BLAST score 


309 


E value 


9.0e-55 


Match length 


129 


% identity 


86 


NCBI Description 


(AF03.3496) herbicide safener binding protein [Zea mays] 


Seq. No. 


296929 


Seq. ID 


LIB3136-008-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2829910 


BLAST score 


581 


E value 


3.0e-60 


Match length 


136 


% identity 


28 


NCBI Description 


(AC002291) Unknown protein, contains regulator of 




chromosome condensation motifs [Arabidopsis thaliana] 


Seq. No. 


296930 


Seq. ID 


LIB3136-008-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3928543 


BLAST score 


146 


E value 


1.0e-09 


Match length 


42 


% identity 


55 


NCBI Description 


(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 




thaliana] 


Seq. No. 


296931 


Seq. ID 


LIB3136-008-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3548802 


BLAST score 


337 


E value 


1.0e-31 


Match length 


132 


% identity 


52 


NCBI Description 


(AC005313) axi 1-like protein [Arabidopsis thaliana] 



41619 



>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana. tabacum] [Arabidopsis thaliana] 



Cast XTa 

oeq. NO. 


£ y oy jz 




t Tmi *3£-nriR— m — v\ —pi 9 

L1DJJ.JD uUO M E l£ 


Method 


BLAST X 


NCBI GI 


gl076781 


oii/ioi score 




E value 


j . ue-z / 


Matcn lengxin 


DO 


% identity 


yz 


WLbi Description 


transcription factor HBP-la(cl4) - wheat 




>gi 4y/oyo cldj baauzoU4 (Dlzy^U) transcription 




nrJr la icifi j Liriuicuiu aescivunij 


oeq. 1NO • 




Seq. ID 


LIB3136-008-Q1-K1-F5 


Method 


BLASTX 




g4 ODDOUO 


oliAbi score 


1 CO 

1DZ 


E value 


o . oe-io 


Matcn leng tn 




% identity 


en 
D / 


NCBI Description 


(AFlUzooo) beta-D-glucan exonyarolase isoenzyme 




[Hordeuiti vulgar e] 


Seq. No. 


296934 


Seq. ID 


LIB3136-008-Q1-K1-H1 


Mernoa 




NObl bl 


g^z4o4 


BLAST score 


t>4 


E value 


/ . ue £.£. 


Match length 


o b 


% identity 


93 


nudi Description 


Z.mays RNA for superoxide dismutase Sod4A 


..Seq. No. 


.296935 


Seq. ID 


LIB3136-008-Q1-K1-H11 


Metnoa 


D JjAo 1 A 


NLbl QjI 


goiDoy4 b 


BLAbi score 




E value 


i . ue-ii 


Match length 


c c 


% identity 


c o 

JO 


ml-dx uescripuion 


(Ajuuooyyj aipna - uUDunn l L^-Lsusine inaicaj 


Seq. No. 


296936 


Seq. ID 


LIB3136-009-Q1-K1-F12 




DT aCTY 


NCBI GI 


g2984709 


BLAST score 


286 


E value 


7.0e-32 


Match length 


121 


% identity 


66 


NCBI Description 


(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays 


Seq. No. 


296937 



41620 



Seq. ID 


LIB3136-010-Q1-K1-A11 




Method 


BLASTN 




NCBI GI 


g2773153 




BLAST score 


122 




E value 


4.0e-62 




Match length 


ICO 

158 




% identity 


94 




NCBI Description 


Oryza sativa abscisic 


acid- and 




(Asrl) mRNA, complete 


cds 


Seq. No. 


296938 




Seq. ID 


LIB3136-010-Q1-K1-A7 




Method 


BLASTX 




NCBI GI 


g2425066 




BLAST score 


226 




E value 


2.0e-18 




Match length 


50 




% identity 


94 




NCBI Description 


(AF019147) cysteine proteinase 1 


_ 

Seq. No. 


296939 




Seq. ID 


LIB3136-010-Q1-K1-C5 




Method 


BLASTN 




NCBI GI 


g2773153 




BLAST score 


67 




E value 


3.0e-29 




Match length 


158" 




% identity 


87 




NCBI Description 


Oryza sativa abscisic 


acid- and 




(Asrl) mRNA, complete 


cds 


Seq. No. 


296940 




Seq. ID 


LIB3136-010-Q1-K1-C6 




Method 


BLASTX 




NCBI GI 


gl699023 




BLAST score 


346 




E value 


1.0e-32 




Match length 


99 




% identity 


70 





and stress-inducible protein 



NCBI Description 



(U78866) putative arginine-aspartate-rich RNA binding 
protein [Arabidopsis thaliana] >gi_1699051 (U78867) 
putative aspartate-arginine-rich mRNA binding protein 
[Arabidopsis thaliana] ■ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296941 

LIB3136-010-Q1-K1-E5 

BLASTX 

g3757521 

245 

7.0e-21 

120 

45 

(AC005167) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



296942 

LIB3136-010-Q1-K1-F3 
BLASTN 



41621 



HTODT HT 

Ntol (j1 




BLAST score 


43 


E value 


3.0e-15 


Match length 


O J 


% identity 


yu 


NCBI Description 


uryza sativa oub noosomai protein iiZi (KfiiZij iuk 




complete cds 


Seq. No. 


zy o94o 


beq. id 




WetnOQ 


DT 7\ CTY 


NCBI GI 


gll71429 


BLAST score 


217 


E value 


y . ue — io 


Matcn lengtn 


yo 


% identity 


4 O 


NCBI Description 


\U44uzo; l AraoiQopsis tnananaj 


Seq. No. 


z y by4 4 


beq. iu 


IiIdjI j d Ui l y l~J\l~^y 


ncinOQ 


OLt/ib 1 A 


NLoi \j1 


goo 4 do 


BLAST score 


209 


E value 


1.0e-16 


Match length 


C. A 
D4 


a ' -J— . — 4_J 4-.- 

% identity 


64 


NCBI Description 


(AC005700) putative ubiquitin activating enzyme 




f Arabidopsis thaliana] 


Cam \Ta 

Seq. No. 


zy oy4 o 


beq. iu 


JjId 01 J D — U 1 1 — yl tvl — DZ 


Me tnOQ 




NCBI GI 


g2984709 


BLAST score 


402 


E value 


z . ue-oy 


Match length 


i ft c 

105 


% identity 


76 


nldi Description 


^/iruoo4ooj Dnau- reiatea protein £Jxidji [^ea maysj 


Seq. No. 


O ft ^ ft yl ^ 

z9oy46 


beq. id 


lilDOlOD~Ull~yi~J\l~Db 


Metnoa 




NCBI GI 


g3212869 


BLAST score 


416 


E value 


o . ue-4 1 


Matcn length 


llo 


% identity 


/ U 


NLoi Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


1 ft £ ft A *7 

296947 


beq. id 


t Tmi 'ic m 1 /"M vi u*^ 
LI do 1 jD"U11 Kl ~hi j 


Mot- hnH 


DixrlQ 1 A 


NCBI GI 


g4454010 


BLAST score 


310 


E value 


1.0e-28 


Match length 


97 


% identity 


■ 64 



41622 



NCBI Description 



(AL035396) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity . 
NCBI Description 



296948 

LIB3136-011-Q1-K1-E7 

BLASTX 

g82696 

376 

3.0e-36 

79 

92 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3' partial 



296949 

LIB3136-011-Q1-K1-F3 

BLASTX 

g4646221 

192 

9.0e-15 

45 

80 

(AC007290) putative membrane-associated protein, 
[Arabidopsis thaliana] 

296950 

LIB3136-011-Q1-K1-G4 

BLASTX 

gl497987 

296 

5.0e-27 

90 

63 

(U62798) SCARECROW [Arabidopsis thaliana] 



296951 

LIB3136-011-Q1-K1-H6 

BLASTX 

g2393724 

154 

3.0e-10 

77 

36 

(U80819) glutathione-S-transferase homolog [Mus musculus] 
296952 

LIB3136-012-Q1-K1-A5 

BLASTX 

g3746431 

251 

2.0e-24 
86 
70 

(AF038585) 
[Zea mays] 



pyruvate dehydrogenase kinase isoform 1; PDK1 



Seq. No. 
Seq. ID 



296953 

LIB3136-012-Q1-K1-B1 



41623 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID . 



BLASTX 

g3822403 

185 

7.0e-14 

51 

63 

(AF087932) 



hydroperoxide lyase [Arabidopsis thaliana] 



296954 

LIB3136-012-Q1-K1-C11 

BLASTX 

gll9350 

137 

1.0e-08 

30 
90 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608 jpir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

296955 

LIB3136-012-Q1-K1-E5 

BLASTX 

g3415134 

343 

2.0e-32 

122 

59 

(AF082024) Phybl [Pimpinella brachycarpa] 
296956 

LIB3136-012-Q1-K1-G12 

BLASTX 

g3043415 

327 

9.0e-31 

72 

89 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 
296957 

LIB3136-012-Q1-K1-H9 

BLASTX 

g4490316 

146 

3.0e-09 

54 

46 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
296958 

LIB3136-013-Q1-K1-C10 



41624 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2431766 

151 

9.0e-80 * 

171 

98 

Zea mays acidic ribosomal protein P3a (rpp3a) mRNA, 
complete cds 

296959 

LIB3136-013-Q1-K1-C12 

BLASTX 

gl778093 

344 

5.0e-33 

122 

63 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

296960 

LIB3136-013-Q1-K1-C6 

BLASTX 

g4646217 

305 . . 

5.0e-28 -2-'. 

103 

56 

(AC007290) 
thaliana] 



putative phosphoprotein phosphatase [Arabidops 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



296961 

LIB3136-013-Q1-K1-C9 

BLASTX 

g3249105 

146 

8.0e-10 

60 

50 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A, thaliana. [Arabidopsis thaliana] 

296962 

LIB3136-013-Q1-K1-D4 

BLASTX 

g2894534 

403 

2.0e-39 

91 

86 

(AJ224327) 



aquaporin [Oryza sativa] 



296963 

LIB3136-013-Q1-K1-F3 

BLASTX 

g3355468 



41625 



BLAST score 
E value . 
Match length 
% identity 
NCBI Description 



218 

6.0e-18 - . 

72 

68 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. . No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296964 

LIB3136-013-Q1-K1-F9 

BLASTN 

g3821780 

.36 

8.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
296965 

LIB3136-013-Q1-K1-G9 

BLASTX 

g542157 

219 

3.0e-18 

61 

70 

ribosomal 5S RNA-binding protein - Rice 
296966 

LIB3136-013-Q1-K1-H2 

BLASTX 

g4107009 

340 

6.0e-32 

70 

94 

(D82039) 0SK1 [Oryza sativa] 
296967 

LIB3136-013-Q1-K1-H5 

BLASTX 

g3107931 

158 

4.0e-ll 

79 

47 

(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia] 
296968 

LIB3136-013-Q1-K1-H8 

BLASTX . 

g2781433 

286 

1.0e-25 

94 

56 

(AF030052) RSWl-like cellulose synthase catalytic subunit 
[Oryza sativa subsp. japonica] 



41626 



Seq. No. 




beq. ID 




Method 


BLASTX 


NCBI GI 


g3122013 


BLAST score 


185 


E value 


y . Ue-14 


Match length 


80 


% identity 


47 


NCBI Description 


DNAJ PROTEIN >gi 1/oOZoD {U/Z/zv) DnaJ L streptococcus 




pneumoniae] 


Seq. No. 


z y by /u 


Seq. ID 


LIBol JO-U14-Q1-K1-C / 


MetnoQ 


DT Z\ QTY 
dJ_>/\o 1 A 


NCBI GI 


g4432983 


BLAST score 


233 


E value 


1 . Oe-19 


Match length 


53 


% identity 


83 


NCBI Description 


(D87044) protein kinase catalytic domain (fragment) [Zea 




mays] 


Seq. No. 




Seq. ID 


LIBiloD-014-Ql-K^-Cll 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


273 


E value 


5 . Oe-32 


Match length 


96 


% identity 


1 D 


NCBI Description 


(AJ005599) alpha-tubulin 1 [Eleusine indica] 


Seq. No. 


O ft /* rt "7 o 

296972 


Seq. ID 


LIBJ1od-U14-Q1-Kz-D1 


Method 


BLASTX 


NCBI GI 


g3913239 


BLAST score 


448 


E value 


l,.0e-44 


Match length 


93 


% identity 


92 


NCBI Description 


PROBABLE 1-DE0XYXYLUL0SE-5 -PHOSPHATE SYNTHASE (DXP 




SYNTHASE) >gi 261^941 (AFU^4ol^; CLA1 transicetoiase-liKe 




protein [Oryza sativa] 


Seq. No. 


<i9o973 


Seq. ID 


LIBJ1 Jo-Olb-Ql-Kl-AZ 


Method 


BLASTX 


NCBI GI 


g3236249 


BLAST score 


445 


E value 


o . Ue-44 


Match length 


138 


% identity 


59 


NCBI Description 


(AC004684) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


296974 


Seq. ID 


LIB3136-015-Q1-K1-A6 



41627 



Method BLASTX 

NCBI GI " g4165550 

BLAST score 217 

E value 1.0e-17 

Match length 49 

% identity 86 

NCBI Description (AJ004915) apgm [Malus domestica] 

Seq. No. 296975 

Seq. ID LIB3136-015-Q1-K1-B2 

Method BLASTX 

NCBI GI g3928084 

BLAST score 184 

E value 7.0e-14 

Match length 101 

% identity 43 

NCBI Description (AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 

Seq. No. 296976 

Seq. ID LIB3136-015-Q1-K1-C10 

Method BLASTX 

NCBI GI gl418331 

BLAST score 218 

E value 1.0e-17 

Match length 98 

% identity 51 

NCBI Description (X95909) receptor like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296977 

LIB3136-015-Q1-K1-C4 

BLASTX 

g4512674 

160 

7.0e-ll 

111 

37 

(AC006931) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296978 

LIB3136-015-Q1-K1-D10 

BLASTX 

g3913427 

287 

6.0e-26 

88 

67 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
{ SAMDC ) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296979 

LIB3136-015-Q1-K1-D6 

BLASTX 

g3913464 

205 



41628 



E value 
Match .length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-25 

101 i :-\ 

55 

BETAINE-ALDEHYDE DEHYDROGENASE (BADH) 

>gi_2244 604_dbj_BAA21098_ (AB001348) betaine aldehyde 
dehydrogenase [Oryza sativa] 

296980 

LIB3136-015-Q1-K1-G1 

BLASTX 

g3309086 

228 

7.0e-19 

56 

79 

(AF076253) 
thaliana] 



calcineurin B-like protein 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296981 

LIB3136-015-Q1-K1-H7 

BLASTX 

gl550738 

141 

9.0e-09 

68 

46 

(Y08061) endomembrane-associated protein [Arabidopsis 
thaliana] >gi_2982443_emb_CAA18251_ (AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 

296982 

LIB3136-016-Q1-K1-C3 

BLASTX 

g4587512 

360 

2.0e-34 

132 

54 

(AC007060) Strong similarity to gi_2245113 
glycerol-3-phosphate permease homolog from Arabidopsis 
thaliana BAC gb_Z97343 and a member of the PF_00083 Sugar 
transporter family 

296983 

LIB3136-016-Q1-K1-D1 

BLASTX 

g3075394 

173 

5.0e-13 

71 

52 

(AC004484) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidops 
>gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 



Seq. No. 
Seq. ID 



protein [Arabidopsis thaliana] 
296984 

LIB3136-016-Q1-K1-D5 



41629 





1ST DOTY 


NCBI GI 


g3337350 


BLAST score 


370 


E value 


Z . Ue~4 J 


Match, length 


1 on 


% identity 


/ Z 


NLtii Description 


/ iipnn^ qi \ •! tTA i 
I h 0 1 ; pUUdLlve ] 


Seq. No. 


29oyoo 


beq. id 


T TDT1 "3 £_ HI C_m _ VI _T7 1 
LIojiju UlD i\l Li 


Method 


QT ACTY 

oltAo 1A 


NCBI GI 


g4314378 


BLAST score 


148 


E value 


Q A_ _1 A 


Match length 




% identity 


40 


NCBI Description 




Seq. No. 


1 A. ^ A O ^ 

296900 


beq. 1U 


lilti JiJD- UiD-yi-J\l-bO 


Method 


oliAo 1 A 






BLAST score 


208 


E value 


9.0e-17 


Match length 


69 


% identity 


59 


NCBI Description 


glycine-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



296987 

LIB3136-016-Q1-K1-F10 

BLASTX 

g3152608 

517 

1.0e-52 

126 

78 

(AC004482) 
thaliana] 



putative BELl-like homeotic protein [Arabidopsi 



296988 

LIB3136-016-Q1-K1-F4 

BLASTX 

g2384758 

204 

4.0e-16 
67 
60 

(AF016896) 
sativa] 



GDP dissociation inhibitor protein OsGDIl [Oryz 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
*E value 



296989 

LIB3136-016-Q1-K1-G2 

BLASTX 

gl899175 

150 

1.0e-09 



41630 



Match length 

% identity 

NCBI Description 



71 

45 ; . . . : 

(U90262) calcium-dependent calmodulrh-independent protein 
kinase CDPK [Cucurbita pepo] 



OC^a VI \J . 


£. ^ \J ^ J\J 


oc4« xu- 


T.TR^l "36-01 6-D1 -K"1 -H7 

JjiDJl \J X \J \£X I\ X 11/ 






NCBI GI 


a2 8 94 592 


DT ACT 1 c r* r\r~ a ' 


1 R"} 


E value 




Mairh 1 onrrf"h 


64 


9t i Hpirt - 1 1* v 


48 


NCBI Description 


(AL021889) predicted protein [Arabidopsis 




296991 




T.TR^I "36-01 7-H1 -K1 -PI 2 




OlxriO 1 A 


NPRT GT 




Dlxtt.0 1 bL-UlVc 


9 6 






i"ia LLfii J-eiiy i_n 




St i Hpnt i 

u J_HdlUX<-jV 




NCBI Description 


(AF062393) aquaporin [Oryza sativa] 


JC^i VI \J • 




Qon Tn 


t tr^i *36— ni 7— m — — rp 


Me Liiou 






you / jj" / 


DiaHoi score 


9 4 9 


E value 


z . ue 


iictu^ii j-ciiy un 




% 1 Hpni* i 1" v 


67 


NCBI Description 


(AC004484) hypothetical protein [Arabidops. 


Qoa Ma 
06vj« 1NO. 




Ot;(Jj. XLI 




rae cnoa 


Dlxrio 1 IN 


NCRT GT 


a29659** 


DLnoi score 


DU 


E value 


D . Ue ZD 


L la U v^ll XCil^ Lll 


7 6 


9: i ripnf" i i"v 

o XUC11LX L.y 


95 


NCBI Descriotion 


H vnlaarp r>ZE40 fipnp 


Seq. No. 


296994 


Seq. ID 


LIB3136-017-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl705651 


BLAST score 


341 


E value 


4.0e-32 


Match length 


92 


% identity 


71 


NCBI Description 


20 KD NUCLEAR CAP BINDING PROTEIN (NCBP 20 



(CBP20) >gi_984139_emb_CAA58962_ (X84157) subunit of the 
dimeric cap binding complex CBC [Homo sapiens] 
>gi_1582342_prf 2118330A cap-binding protein [Homo 



41631 



sapiens] 



Corr NT r\ 

oeq* wo. 




Con t n 
beq. 1U 


T TT3^1 *3fi — 01 ft— HI — K"1 —PI 1 


Method 


.BLASTN 


NCBI GI 


g2463510 


oiiAbr score 


0 / 


E value 


z . ue~4 1 


Match lengtn 


1UI 


ts luentity 




NCBI Description 


^.niays smaii nuciear kina genes snoKi.i, snoKz.Zj 




Ui4.±a, ui4 . id, ui4.ic ana ui4.ia 


Seq. No. 


z yoyyo 


beq. id 


t Tn*5i ni R— m — K"i — tt7 


Method 


BLASTX 


NCBI GI 


g2351374 


BLAo i score 


1/17 

14 / 


E value 


o.ue-uy 


Match lengtn 


zy 


% identity 


i nn 
1UU 


NCBI Description 


(U04douj putative zob proneasome suDunit acnixiuv. 




[Arabidopsis thaliana] 


beq. no. 


9 Q£QQ7 

z y oyy / 


Seq. ID 


LIB3136-018-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


go4 y o / y 


BLAST score 


0*7 1 
Z / 1 


E value 


o . Ue-z4 


Match length 


1 1 c 

11D 


% identity 




NCBI Description 


(Lzzo4/) nArio-i ["©nantnus annuusj 


beq. wo. 


£. y oy y o 


Seq. ID 


LIB3136-018-Q1-K1-G6 


Method 


BLASTX „ 


NCBI GI 


gzziooy4 


BLAST score 


4 4D 


E value 


J . Ue-44 


Matcn lengtn 


1 

1 J J 


% identity 




NCBI Description 


(AuuuuJ4o) i/Ny.14 L^^SDiaopsis rnaiianaj 


beq. no. 


9 QCQQQ 

£. y oy y y 


Seq. ID 


LIB3136-019-Q1-K1-C12 


Method 


BLASTX 


NUJol bl 


g4 joo Do4 


BLAbi score 


loo 


E value 


5 . Oe-lz 


Match length 


33 


% identity 


100 


NCBI Description 


(Y15179) Fl-ATP synthase, beta subunit [Sorghum 


Seq. No. 


297000 


Seq. ID 


LIB3136-019-Q1-K1-C9 


Method 


BLASTX 



41632 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2961375 
242 

4.0e-21 ■ . 

68 

72 

(AL022141) NAM like protein [Arabidopsis thaliana] 
297001 

LIB3136-019-Q1-K1-E12 

BLASTX 

gl346396 

154 

1.0e-10 

33 

73 

PUTATIVE RECEPTOR PROTEIN KINASE ZMPK1 PRECURSOR 

>gi_100913_pir S10930 probable receptor protein kinase (EC 

2.7.1.-) precursor - maize >gi_22432_emb_CAA36611_ (X52384) 
precursor protein (AA -26 to 7 91) [Zea mays] 
>gi_22436_emb_CAA47962_ (X67733) receptor-like protein 

kinase [Zea mays] >gi_226927_prf 1611404A receptor protein 

kinase [Zea mays] 



Seq. No. 


297002 


Seq. ID 


LIB3136-019-Q1-K1-G9 


Method . 


BLASTX 


NCBI GI 


g"3478637 


BLAST score 


349 


E value 


4.0e-33 


Match length 


117 


% identity 


55 


NCBI Description 


(AC005546) R29425_l [Homo 


Seq. No. 


297003 


Seq. ID 


LIB3136-019-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2497824 


BLAST score 


203 


E value 


5.0e-16 


Match length 


110 


% identity 


42 


NCBI Description 


DNA REPLICATION LICENSING 




>gi 1688042 dbj BAA12699 



(D84557) HsMcm6 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



297004 

LIB3136-020-Q1-K1-A10 

BLASTX 

g445613 

319 

1.0e-29 

87 

69 

ribosomal protein L7 [Solanum tuberosum] 
297005 

LIB3136-020-Q1-K1-B5 
BLASTX 



41633 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352679 
216 

1.0e-17 

119 

42 

PROTEIN PHOSPHATASE 2C ABI1 (PP2C) >gi_2129699_pir A54588 

protein phosphatase ABI1 - Arabidopsis thaliana 
>gi_509419_emb_CAA55484_ (X78886) ABI1 [Arabidopsis 
thaliana] 



y ^ 



Seq. No. 


297006 


Seq. ID 


LIBoloD-UzU-Ql-Kl-Cl 


Method 


IJT A CTV 


NCBI GI 


g2832677 


BLAST score 


233 


E value 


2 . Oe-19 


Match length 


62 


% identity 


69 


NCBI Description 


(ALUzl/lz) nypotnetica. 


Seq. No. 


r\ r\ f\ A ^ 

297007 


Seq. ID 


LIB3136-020-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g445612 


BLAST score 


242 ■ 


E value 


2.0e-20 


Match length 


62 


% identity 


73 


NCBI Description 


ribosomal protein SI 9 


Seq. No. 


297008 


Seq. ID 


LIB3136-020-Q1-K1-F12 


Method 


BLASTX 


NCBI CjI 


_o ooon 

gjbio J^u 


BLAST score 


466 


E value 


1.0e-46 


Match length 


135 


% identity 


67 


NCBI Description 


(AB001888) zinc finger 


Seq. No. 


297009 


Seq. ID 


LIB3136-020-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl245938 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


rabClC-2 beta=chloride 



heart atrium, mRNA, 2998 nt] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297010 

LIB3136-021-Q1-K1-E11 

BLASTX 

g4417276 

174 

2.0e-12 



41634 



Match length 

.% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ^ 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

i 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% 'identity 



50 

,68 v : : 

(AC007019) unknown protein [Arabidopsis thaliana] 
297011 

LIB3136-021-Q1-K1-E7 

BLASTX 

g2462748 

465 

1.0e-46 

97 

94 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

297012 

LIB3136-021-Q1-K1-F11 

BLASTX 

g2625154 

162 

3.0e-13 

77 

61 

(AF032877) alpha-tubulin [Chloromonas sp. ANT 3] 
297013 

LIB3136-021-Q1-K1-F6 

BLASTX 

gll70937 

440 

1.0e-43 

88 

97 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine . 
synthetase [Oryza sativa] 

297014 

LIB3136-022-Q1-K1-A10 

BLASTX 

g2498778 

333 

4.0e-31 

136 
52 

PIR7A PROTEIN >gi_629799_j?ir S47086 pir7a protein - rice 

>gi_4 98744_emb_CAA84025_ (Z34271) Pir7a [Oryza sativa] 

297015 

LIB3136-022-Q1-K1-C8 

BLASTX 

gl35398 

497 

2.0e-50 

91 

100 



41635 



NCBI- Description 



TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha- 
chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 


297016 


Seq. ID 


LIB3136-022-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4191810 


BLAST 'score 


248 


E value 


3.0e-21 


Match length 


124 


% identity 


41 


NCBI Description 


(AB006532) DNA nelicase [Homo sapiens] 


Seq. No. 


297017 


Seq. ID 


LIB3136-022-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


308 


E value 


2.0e-28 


Match length 


82 


% identity 


76 


NCBI Description 


glycine-rich protein - maize >gi_22293 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X61121) glycine-rich protein [Zea mays] 
297018 

LIB3136-023-Q1-K1-A2 

BLASTX 

g3341509 

164 

2.0e-ll 

74 

45 

(AJ231133) caffeic acid 3-O-Methyltransf erase [Saccharum 
of f icinarum] 

297019 

LIB3136-023-Q1-K1-C10 

BLASTX 

g4530585 

175 

1.0e-12 

50 

64 

(AF130978) B12D protein [Ipomoea batatas] 
297020 

LIB3136-023-Q1-K1-D3 

BLASTN 

g440170 

63 

6.0e-27 

107 

96 

Z.mays (C6000237) trpA gene 



Seq. No. 



297021 



41636 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3136-023-Ql^Kl-G6 

BLASTX 

g4056421 

256 

5.0e-22 

77 

61 

(AC005322) Similar to gb_Z30094 basic transcripion factor 
2, 44 kD subunit from Homo sapiens. EST gb_W4 3325 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297022 

LIB3136-024-Q1-K1-B7 

BLASTX 

g2496731 

295 

1.0e-26 

91 

66 

HYPOTHETICAL 30.2 KD PROTEIN Y40V >gi_2182566 (AE000089) 
Y4oV [Rhizobium sp. NGR234] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297023 

LIB3136-024-Q1-K1-E9 

BLASTX 

g2191175' 

158 

1.0e-10 

117 
32 

(AF007270) 
thaliana] 



A_IG002P16.24 gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297024 

LIB3136-025-Q1-K1-B10 
BLASTX 

g3850569 - 
254 

5.0e-22 

97 

49 

(AC005278) ESTs gb_T21276, gb_T45403, and gb_AA586113 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297025 

LIB3136-025-Q1-K1-C6 

BLASTX 

g2668742 

364 

8.0e-35 

84 

83 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 



297026 

LIB3136-025-Q1-K1-G3 
BLASTX 



41637 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g498643 
350 

3.0e-34 

92 

93 

(U10270) G-box binding factor 1 [Zea mays] 
297027 

LIB3136-026-Q1-K1-A11 . 

BLASTX 

g2909846 

321 

7.0e-30 

75 

81 

(AF045570) (S) -adenosyl-L-methionine : delta 24-sterol 
methyltransf erase [Zea mays] 

297028 

LIB3136-026-Q1-K1-D10 

BLASTX 

g544250 

243 

1.0e-20 

81 

64 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 

>gi_541860_pir A4 9677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 

297029 

LIB3136-027-P1-K1-A10 

BLASTX 

g2497538 

260 

4.0e-23 

70 

77 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_4 66350 (L08 632) 
pyruvate kinase [Glycine max] 

297030 

LIB3136-027-P1-K1-D1 

BLASTX 

g4249390 

152 

3.0e-10 

67 

51 

(AC005966) Similar to gb_AF039182 probable aldo-keto 
reductase from Fragaria x ananassa. This gene may be cut 
off. EST gb_U74151 comes from this gene. [Arabidopsis 
thaliana] 

297031 

LIB3136-027-P1-K1-D11 
BLASTX 



41638 



NCBI GI 


gl008904 


BLAST score 


197 


E value 


2 . Oe-15 


Match length 


71 


% identity 


55 


NCBI Description 


(L43094) xyloglucan endotransglycosylase [Tropaeolum 


Seq. No. 


297032 


Seq. ID 


LIBjIoo-Uz /-P1-K1-F1U 


Method 


BLASTN 


NCBI GI 


g559535 


BLAST score 


222 


E value 


1 . Oe-122 


Match length 


314 


% identity 


93 


NCBI Description 


Z.mays mRNA for metallothionein 


Seq. No. 


297033 


Seq. ID 


LIBoloD-U^ /-Pl-Kl-GlZ 


Method 


BLASTX 


NCBI GI 




BLAST score 


246 


E value 


3.0e-21 


Match length 


69 


% identity 


65 /J v • . : . \ • ■ : 


NCBI Description 


(AF04988 9) 1-aminocyclopropane-l-carboxylate oxidase 




sativa] 


Seq. No. 


297034 


Seq. ID 


LIBol3o-0^o-Ql-Kl-All 


Method 


nr TV p rpxl 

BLASTN 


NCBI GI 


g602605 


BLAST score 


67 


E value 


2 . 0e-29 


Match length 


95 


% identity 


48 


NCBI Description 


Zea mays tandem genes for alphal-tubulin and ailpha2-' 


Seq. No. 


297035 


Seq. ID 


LIBJ13d-0^8-Q1-K1-Bo 


MecnoQ 


tjt 7\ Crpv 


NCBI GI 


gll9958 


BLAST score 


212 


E value 


3.0e-17 


Match length 


39 


% identity 


97 



NCBI Description 



FERREDOXIN III PRECURSOR (FD III) >gi_168473 (M73831) 
ferredoxin [Zea mays] >gi_1864001_dbj_BAA19251_ (AB001387) 

Fd III [Zea mays] >gi_444 686_prf 1907324C 

ferredoxin: ISOTYPE=III [Zea mays] • 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297036 

LIB3136-028-Q1-K1-D7 

BLASTX 

g2252634 

216 

1.0e-17 



41639 



Match length 

% identity. 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
51 

(U95973) hypothetical protein [Arabidopsis thaliana] 
297037 

LIB3136-028-Q1-K1-E10 

BLASTX 

gll72818 

315 

3.0e-29 

83 

77 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 

297038 

LIB3136-028-Q1-K1-H10 

BLASTX 

g2267595 

1:73 

i.0e-12 
69 

52 • 
(AF009412). plastocyahiri; precursor [Oryza sativa] . 

297039 

LIB3136-029-Q1-K1-A9 

BLASTX 

gl350720 

162 

2.0e-ll 

62 

56 

60S RIBOSOMAL PROTEIN L32 
297040- 

LIB3136-029-Q1-K1-G6 

BLASTX 

gl68489 

276 

1.0e-24 

81 

68 

(M16902) 
(M16901) 



[Zea mays] 
[Zea mays] 



>gi_168491 



glutathione S-transferase 
glutathione S-transferase 

>gi_225458j?rf 1303351A transferase, glutathione S [Zea 

mays ] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297041 

LIB3136-029-Q1-K1-G8 

BLASTX 

g3786009 

235 

8.0e-29 

112 

62 



41640 



.NCBI Description 



(AC0054 99) unknown protein [Arabidopsis thaliana] 



Can \T/-\ 


£. 17 1 U H £. 


Seq. ID 


LIB3136-030-Q1-K1-D8 


Method 


BLASTX 


NL-ol Ijl 


gz OOO / 41 Z 


oLiAoi score 


Z / / 


E value 


o.ue— zo 


Match length 


Dj 


% identity 


Q T 

o / 


NCBI Description 


(AfcUo4y4o) glycine— ri 


beq. no. 


zy /U4i o 


Oorr T H 

oeq. ±u 




Method 


BLASTX 


NCBI GI 


g70642 


BLAST score 


510 


E value 


4.0e-52 


Match length 


105 


% identity 


19 


NCBI Description 


ubiquitin precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_17678_emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 

297044 

LIB3136-030-Q1-K1-G7 

BLASTX 

g2589164 

256 

2.0e-22 

79 

66 

(D88452) aldehyde oxidase-2 [Zea mays] 

297045 . v • 

LIB3136-030-Q1-K1-G8 

BLASTX 

gl350969 

146 

8.0e-10 

61 

51 

40S RIBOSOMAL PROTEIN S26 (S31) >gi_971284_db j__BAA07208_ 
(D38011) ribosomal protein S31 [Oryza sativa] 

297046 

LIB3136-030-Q1-K1-H8 

BLASTX 

gl877393 

258 

2.0e-22 

103 

57 

(Y11527) serine/threonine protein kinase [Oryza sativa] 



41641 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297047 

LIB3136-032-Q1-K1-B2 

BLASTX 

g2384760 

265 

2.0e-31 
99 
72 

(AF016897) 
sativa] 



GDP dissociation inhibitor protein OsGDI2 [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297048 

LIB3136-032-Q1-K1-B7 

BLASTX 

g3033400 

153 

4.0e-10 

76 
42 

(AC004238) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



297049 

LIB3136-032-Q1-K1-B9 

BLASTX- . * . - 

g3183405 

175 

1.0e-12 

84 

43 

HYPOTHETICAL 11.3 KD PROTEIN C2C6.07 
>gi_3451305_emb_CAA20442_ (AL031324) 
protein [Schizosaccharomyces pombe] 



IN CHROMOSOME I 
very hypothetical 



297050 

LIB3136-032-Q1-K1-D8 

BLASTN 

gl778148 

59 

1.0e-24 

207 

83 

Zea mays plastid phosphate/phosphoenolpyruvate translocator 
precursor (MZPPT4) mRNA, complete cds 

297051 

LIB3136-032-Q1-K1-D9 

BLASTN 

g2341060 

53 

5.0e-21 

210 

87 

Zea mays translational initiation factor eIF-4A (tif-4A3) 
mRNA, complete cds 



Seq. No. 



297052 



41642 



Seq. ID 


LIBJ1 Jb-Uo^-Ql-Kl-Eb 


Metnoa 


Oli/lb 1 IN 


NCBI GI 


g435312 


BLAST score 


45 


E value 


A Aa 1 C 

4 . Ue-lo 


Match length 


192 


% identity 


86 


NCBI Description 


Z.iuays mRNA for beta—D— glucosidase 


Seq. No. 


297053 


beq. iu 


T T m 1 *5 fi "5 0 —fM — IM _UQ 

lilb jD"U J^—yi— J\±-rlo 


Method 


BLASTX 


NCBI GI 


gl001263 


BLAST score 


167 


E value 


/.ue-12 


Match length 


86 


% identity 


A 1 

41 


NCBI Description 


(D64003) hypothetical protein [Synechocystis sp.] 


Seq. No. 


297054 


Seq. ID 


LIBoloo-Uo J-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4432844 


BLAST score 


139 


E value 


l.oe-Oo 


Match length 


53 


% identity 


47 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


297055 


Seq. ID 


Llool Jb-U 00 _ Ul - l\i - Ao 


Method 


bllAb 1 A 


lion T r~* T 

NCBI GI 


gloozooO 


BLAST score 


146 


E value 


3,0e-09 


Match length 


85 


% identity 


38 


NCBI Description 


(Z80343) hypothetical protein Rv3777 [Mycobacterium 




tuberculosis] 


Seq. No. 


297056 


Seq. ID 


Lib jljD-Ujj-yi-J\l-DD 


Metnoa 


rsiiAb i A 


NCBI GI 


g606811 


BLAST score 


173 


E value 


o . Ue-13 


Match length 


60 


% identity 


33 


NCBI Description 


(U08401) carbonic anhydrase [Zea mays] 


Seq. No. 


297057 


beq. iu 




Method 


BLASTN 


NCBI GI 


g2921303 


BLAST score 


85. 


E value 


5.0e-40 


Match length 


317 



41643 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. .No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 



297058 

LIB3136-034-Q1-K1-A8 

BLASTN 

g!70784 

37 

2.0e-ll 

93 
85 

Wheat ubiquitin carrier protein 



(UBC1) mRNA, complete cds 



297059 

LIB3136-034-Q1-K1-B6 

BLASTX 

g4027891 

312 

5.0e-29 

77 

66 

(AF04 9350) alpha-expansin precursor 



[Nicotiana tabacum] 



297060 

LIB3136-034-Q1-K1-D2 

BLASTX 

g2668742 

186 

2.0e-14 

63 

63 

(AF034945) glycine-rich RNA binding protein 



[Zea mays] 



297061 

LIB3136-034-Q1-K1-E10 

BLASTX 

gl084479 

148 

2.0e-09 

30 

97 

H+-transporting ATP synthase (EC 3.6.1.34) delta chain - 
maize (fragment) >gi_311237_emb_CAA4 6804_ (X66005) 
H (+) -transporting ATP synthase [Zea mays] 

297062 

LIB3136-035-Q1-K1-A11 

BLASTX 

g2281086 

353 

2.0e-33 

127 

51 

(AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 



41644 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297.063 

LIB3136-036-Q1-K1-A4 

BLASTX - 

g312179 

477 

2.0e-48 

92 

99 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
{phosphorylating)' [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297064 

LIB3136-036-Q1-K1-B12 

BLASTX 

gl431629 

292 

2.0e-26 

138 

46 

(X99348) pectinacetylesterase precursor [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297065 

LIB3136-036-Q1-K1-C7 

BLASTX 

g3080420 

158 

1.0e-10 
62 
50 

(AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297066 

LIB3136-036-Q1-K1-G1 

BLASTX 

g4056425 

239 

9.0e-21 

73 

67 

(AC005322) 
from this 



ESTs gb_H36249, gb_AA59732 and gb_AA651219 come 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297067 

LIB3136-036-Q1-K1-H10 

BLASTN 

g258165 

41 

7.0e-14 

49 

96 

Wx (wx-B5)=waxy gene {long terminal repeat} 
Mutant, 299 nt] 



[maize, Genomic 



41645 



Seq. No. 




oeq. ID 


LlDjiOD - U J /— rl- J\l— C / 




QT BPfpV 

nioAblA 


NCBI GI 


gl2426 


BLAST score 


245 


E value 


d • ue—z 1 


Match length 




% identity 


Q 1 

ol 


Ntoi Description 


(Ai / 4oo) NUh-L protein (rr i — l^U) [Ziea 


Seq. No. 




beq. iu 


LlDOlJO - U JO~rl- J\l— 1 


Metnoa 


qt 7\ c T V 


NCBI GI 


g3892709 


BLAST score 


426 


E value 


o . ue — 4 ^ 


Match length 


yo 


% identity 


/o 


NCBI Description 


(AL033545) putative protein [Arabidopsis 


Seq. No. 




beq. iu 


T TD01 mo nl vl tjh 








y ^ x .? x j. o / 


BLAST score 


273 


E value 


4.0e-24 


Match length 


89 


% identity 


61 


NCBI Description 


(AF007271) contains similarity to a DNAJ- 



DNAJ-like domain 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297071 , 

LIB3136-039-P1-K1-G5 
BLASTX 
g2130051 
262 

1.0e-25 
79 
76 

xylose isomerase (EC 5.3 
>gi_l 29680 7_emb_CAA 6 4 544 
[Hordeum vulgare] >gi_1588664_prf 
isomerase [Hordeum vulgare] 



1.5) - barley 
(X95256) xylose isomerase 
2209268A xylose 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297072 

LIB3136-039-P1-K1-H1 

BLASTX 

g2827143 

417 

4.0e-41 

105 
78 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



297073 

LIB3136-040-P1-K1-A10 



41646 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3643608 

206 

3.0e-16 

104 

45 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
297074 

LIB3136-040-P1-K1-A5 

BLASTN 

g22163 

100 

4.0e-49 

212 

87 

Z.mays MANT2 mRNA for adenine nucleotide translocator 
(ADP/ATP translocase) 

297075 

LIB3136-040-P1-K1-B8 

BLASTX 

g606815 

351 

3.0e-33 

93 

28 

(U08403) carbonic anhydrase [Zea mays] 
297076 

LIB3136-040-P1-K1-C2 

BLASTN 

g413915 

54 

2.0e-21 
90 

92 : 
Rice mRNA for isocitrate dehydrogenase, partial cds 
>gi_3106666_dbj_D42386_D42386 Rice callus cDNA, AK088 

297077 

LIB3136-040-P1-K1-D12 

BLASTN 

g3264597 

98 

7.0e-48 

255 

84 

Zea mays trypsin inhibitor mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297078 

LIB3136-040-P1-K1-D9 

BLASTX 

g541112 

186 

7.0e-14 
139 



41647 



% identity 

NCBI Description 



27 

hypothetical protein f678 - Escherichia coli >gi_304 982 
(L19201) ORF f678 [Escherichia coli] 



Seq. No. 


297079 


Seq. ID 


tttT31*5^ ft >1 ft m t/1 rift 

LIB3136-04 2-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


1 ft ft ^ n c c 

gl296955 


BLAST score 


284 


E value 


1.0e-25 


Match length 


62 


% identity 


45 


NCBI Description 


(X95402) duplicated domain structure protei] 


Seq. No. 


297080 


Seq. ID 


LIB3136-043-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2191140 


BLAST score 


147 


E value 


2.0e-09 


Match length 


91 


% identity 


47 


NCBI Description 


(AF007269) contains weak similarity to MYB-: 




[Arabidopsis thaliana] 


Seq. No. 


297081 


Seq. ID 


LIB3136-044-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g248336 


BLAST score 


69 


E value 


2 . Oe-30 


Match length 


137 


% identity 


46 


NCBI Description 


polyubiquitin [maize, Genomic, 3841 nt] 


Seq. No. 




Seq. ID 


LIB3136-044-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2191172 


BLAST score 


175 


E value 


4.0e-13 


Match length 


44 


% identity 


73 


NCBI Description 


(AF007270) contains similarity to GATA-type 




(PS:PS00344) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297083 

LIB3136-045-Q1-K1-A2 

BLASTX 

g4490317 

157 

2.0e-10 

89 

39 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 



297084 



41648 



oeq. xu 


LIDjIjD Uflj J\l DO 


Metnoa 


DT Zi CTY 


NCBI GI 


g4263722 


BLAST score 


509 


E value 


p Od-R 9 
0 • Uc 


waxen lengun 


1 oc 
±Z 0 


% identity 


/ y 


INCDl UcSCiipLlOn 


/ T\C~ , r\r\(\ r ) r )'3.\ nnf i irci nl npan ounf haco 1" ft y~ a V> "i rlAric i o f ha 1 
iri^UUDtt J j pULaClvc y-LUOall oyilLilciofcJ [riX aJJ J.Uvjpo J. o LilctJ. 


oeq. no. 


£. y / uoo 




T TR^I ^fi-fld S-fJl —PCI -f1 

LlDJlJU U"i J Sc-*- rvJ. ^J. 


wecnoa 


RT BQTM 


NCBI GI 


gl546918 


BLAST score 


33 


E value 


ft • Uc U y 


Ma ten xengtn 


fl y 


b identity 


yz 


NLoi Description 


Zi.niays iuKNA ior translation initiation ractor jh 


Seq. No. 


y /Uoo 


oeq. iu 


T TR^1 ^-Ol ~V 1 -P9 


Mof 'h r\H 

unou 


DT nQTY 


NCBI GI 


g4336205 


BLAST score 


259 


E value 


/ • ue~zo 


Match length 


0 1 v * ■ 


% identity 


DO 


NLbi Description 


\Plc\j 1 1 o I £.) cytoenrome dd reductase L/iea m »ysj ( — • 


oeq. no. 


zy / Uo / 


oeq. id 


JjlDjlJD U40 yi J\l L*0 


Metnoa 




NL*D± Vjl 




BLAST score 


172 


E value 


3.0e-20 


Match length 


y y 


% identity 


CQ 


NCBI. Description 


(AL035353) Proline~rich APG~like protein [Arabidopsis 




thaliana] 


Seq. No. 


z y /Uoo 


oeq. id 


t th^i t^— r»i — — P4 

LIiJjIjD U1 j yi Rl Cif4 


i*ieunoci 


RT ZiQTY 


JNLol (jl 


gl 1 / zo uy 


BLAST score 


370 


E value 


2.0e-35 


Matcn lengtn 


1 1 J 


% identity 


TO 


Mtoi Description 


ffiO d T DACr\MRT DDATITTM T 1 O /AM DDHTPTM UAMHT Af ^ "S/r-i 

DUo KIdUoUMAJj rKUltilN LIU rKUlEjliN HUMUIjUoJ ^y 1 




(UUdiuo) protein Liiea iuaysj 


Seq. No. 


297089 


Seq. ID 


LIB3136-045-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


164 


E value 


1.0e-ll 



41649 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



61 
61 

(D45423) ascorbate peroxidase [Oryza sativa] 
297090 

LIB3136-045-Q1-K1-F7 

BLASTX 

gl532135 

207 

2.0e-16 

47 

85 

(U49442) chloroplast mRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 

297091 

LIB3136-045-Q1-K1-G11 

BLASTX 

g2826882 

175 

3.0e-13 

62 

56 

(AJ223634) transcription factor IIA small subunit 
[Arabidopsis thaliana] 

297092 

LIB3136-045-Q1-K1-H10 

BLASTX 

g3513727 

209 

1.0e-16 

110 

37 

(AF080118) contains similarity to TPR domains {Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2 .hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb__CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

297093 

LIB3136-045-Q1-K1-H7 

BLASTX 

g2497539 

194 

6.0e-27 

104 

65 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP: pyruvate phosphotransferase [Ricinus communis] 

297094 

LIB3136-045-Q1-K1-H9 

BLASTX 

g3513727 

235 

1.0e-19 



41650 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



50 • 
(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL04 9525) putative 
protein [Arabidopsis thaliana] 

297095 

LIB3136-047-Q1-K1-B3 

BLASTX 

g4567249 

261 

3.0e-23 

61 

75 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
297096 

LIB3136-047-Q1-K1-E11 

BLASTX 

g2668742 

201 

3.0e-16 
45 

87 . * - . :.. . 

(AF034945) glycine-rich RNA binding protein [Zea mays] 

297097 

LIB3136-047-Q1-K1-E12 

BLASTX 

g421787 

207 

2.0e-16 

109 

45 

jacalin prepropeptide - jackfruit >gi_289162 (L03796) 
jacalin [Artocarpus integrif olia] 

297098 

LIB3136-047-Q1-K1-F5 

BLASTX 

g576192 

357 

1.0e-34 

82 

91 

Dioscoreophyllum cumminsii >gi_57 6193_pdb_lMOL_B 
Dioscoreophyllum cumminsii 

297099 

LIB3136-048-Q1-K1-A5 

BLAST N 

g550541 

121 

2.0e-61 
350 



41651 





% identity 


88 




NCBI Description 


Z.mays CYP71C4 mRNA for cytochrome P 




Seq. No. 


297100 




Seq. ID 


LIB3136-048-Q1-K1-C8 




Method 


O T "R C mil 

BLASTN 




NCBI GI 


g236729 




BLAST score 


53 . 




E value 


4 . Oe-21 




Match length 


117 




% identity 


86 




NCBI Description 


metallothionein homologue [Zea mays, 




Seq. No. 


297101 . 




Seq. ID 


LIB3136-048-Q1-K1-D1 




Method 


BLASTX 




NCBI GI 


g3759184 




BLAST score 


169 


o 


E value 


4 . Oe-12 




Match length 


54 




% identity 


61 


■ ' : 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 




Seq. No. 


297102 




Seq. ID 


LIB3136-048-Q1-K1-F4 


: ■ 


Method 


BLASTX 


Ol 




g f ZyLUo 




BLAST score 


184 




E value 


4.0e-14 




Match length 


50 




% identity 


72 




NCBI Description 


CHALCONE — FLAVONONE ISOMERASE >gi 54: 



-450 



Genomic/mRNA, 1859 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chalcone isomerase (EC 5.5.1.6) - maize 
>gi_J39614 9_emb_CAA80441_ (Z22760) chalcone flavonone 
isomerase [Zea mays] 

297103 

LIB3136-048-Q1-K1-G2 

BLASTX 

g4204372 

299 

3.0e-27 

79 

77 

(U62748) acidic ribosomal protein P2a-2 [Zea mays] 
297104 

LIB3136-049-Q1-K1-A12 

BLASTX 

g3982632 

513 

3.0e-52 

104 

93 

(AF056160) disease resistance gene analog PIC20 [Zea mays] 



Seq. No. 



297105 



41652 



ocC| * 1U 


JjIDjIjO Ufl -7 v-L 1M 


neunou 


OlxriOlA 




go4 /ODD 


BLAST score 


288 


E value 


8.0e-26 


Mdtcn lengtn 


1 JO 


% identity 




NCBI Description 


(L21753) glucose transporter [Saccharuni h} 




nOD / uji6 j 


Seq. No. 


<£ y / iuo 


don t n 


J_jj.oDJ.DO Uf±_7 V-L JM Dj 


ixiecnoo. 


Oi_iriO 1 IN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


c. Ho— 1 1 

o . ue ii 


Match length 


DO 


% identity 


1UU 


NCBI Description 


Xenopus laevis cDNA clone 27A6~1 


Seq. No. 


^ y / iu / 


oeq. iu 


JjIDjIjO Ufl j yi I\l U1Z 


jxie tnoci 






rr1 71 1 H^fi 


oii/ioi score 


1 /O 


E value 


2.0e-13 


Match length 


44 


% identity 


77 


NCBI Description 


(U78952) hydroxyproline rich glycoprotein 




sativum] 



Seq. No. 


297108 


Seq. ID 


LIB3136-049-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4586039 


BLAST score 


363 


E value 


1.0e-34 


Match length 


108 


% identity 


66 


NCBI Description 


(AC007109) unknown protein [Arabidopsis thaliana] 


Seq. No. 


297109 


Seq. ID 


LIB3136-049-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4586027 


BLAST score 


159 


E value 


3.0e-ll 


Match length 


46 


% identity 


67 


NCBI Description 


(AC007109) putative ribosomal protein L14 [Arabidopsis 




thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



297110 

LIB3136-04 9-Q1-K1-F9 

BLASTN 

g550437 

146 



41653 











E value 


zTDe-76 




Match length 


274 




% identity 


89 




NCBI Description 


Z.mays CYP71C2 mRNA for cytochrome P-450 ^ 




Seq, No, 


297111 




Seq. ID 


LIB3136-050-Q1-K1-E10 




Method 


BLASTX 




NCBI GI 


g4572673 




BLAST score 


209 




E value 


6.0e-17 




Match length 


89 




% identity 


54 




NCBI Description 


(AC006954) putative sarcosine oxidase [Arabidopsis 






thaliana] 




Seq. No. 


297112 




Seq. ID 


LIB3136-050-Q1-K1-F9 


1 


Method 


BLASTX 




NCBI GI 


g4455338 


01 


BLAST score 


265 




E value 


4.0e-23 




Match length 


91 




% identity 


55 ' 


i i 

s : 


NCBI Description 


(AL035525) putative protein [Arabidopsis thaliana] 


^5 - 


Seq. No. 


297113 




Seq. ID 


LIB3136-051-Q1-K1-B1 


: - 


Method 


BLASTX 


H 


NCBI GI 


gl619300 


= 3 


BLAST score 


166 




E value 


7.0e-12 




Match length 


71 


= = 


% identity 


51 




NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 




Seq. No. 


297114 




Seq. ID 


LIB3136-051-Q1-K1-C11 




Method 


BLASTX 




NCBI GI 


g2668744 




BLAST score 


340 




E value 


4.0e-32 




Match length 


70 




% identity 


90 




NCBI Description 


(AF034 94 6) ubiquitin conjugating enzyme [Zea mays] 




Seq. No. 


297115 




Seq. ID 


LIB3136-051-Q1-K1-D11 




Method 


BLASTX 




NCBI GI 


g2668742 




BLAST score 


382 




E value 


4.0e-37 




Match length 


80 




% identity 


94 




NCBI Description 


(AF034 945) glycine-rich RNA binding protein [Zea mays 




Seq. No. 


297116 



41654 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3136-051-Q1-K1-D6 

BLASTX 

g2244965 

144 

6.0e-09 

74 

39 

(Z97340) unnamed protein product [Arabidopsis thaliana] 
297117 

LIB3136-051-Q1-K1-D9 

BLASTX 

g2288969 

227 

5.0e-19 

61 

77 

(Y12862) glutathione transferase [Zea mays] 
297118 

LIB3136-051-Q1-K1-F7 

BLASTX 

g2119187 

237 

8.0e-20 

47 

96 

transmembrane protein, glucose starvation-induced - maize 
>gi_575731_emb_CAA57955_ (X82633) transmembrane protein 
[Zea mays] 

297119 

LIB3136-051-Q1-K1-H1 

BLASTX 

gl272505 

140 

1.0e-08 ♦ . ■ 

45 ' , 

73 

(D49551) peroxidase [Oryza sativa] 
297120 

LIB3136-052-Q1-K1-C2 

BLASTX 

gll73055 

244 

3.0e-34 

82 

94 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_54 1961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 

297121 

LIB3136-052-Q1-K1-C9 
BLASTX 



41655 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl711240 
145 

3.0e-09 

48 

52 

(D86728) TIS [Mus musculus] 
297122 

LIB3136-052-Q1-K1-D6 

BLASTX 

gl20670 

346 

1.0e-32 

67 

99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 

>gi_295853 emb CAA33620_ (X15596) GAPDH [Zea mays} 



Seq. No. 


297123 


Seq. ID 


LIB3136-052-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


gl532072 


BLAST score 


56 


E value 


9. Oe-23 


Match length 


104 &y 


% identity 


88 


NCBI Description 


Z.mays mRNA for S-adenosylmethionine decarboxylase 


Seq. No. 


297124 


Seq. ID 


LIBoloo-Ooz-Ql-Kl-Fo 


Method 


BLASTN 


NCBI GI 


g644492 


BLAST score 


43 


E value 


5.0e-15 


Match length 


156 


% identity 


89 


NCBI Description 


Corn elongation factor lalpha gene, complete cds 


Seq. No. 


297125 


Seq. ID 


LIB3136-054-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl!68536 


BLAST score 


183 


E value 


4.0e-14 


Match length 


66 


% identity 


58 


NCBI Description 


PHYTEPSIN PRECURSOR (ASPARTIC PROTEINASE) 




>gi 100567 jpir S19697 aspartic proteinase (EC 3.4 




precursor - barley >gi_18904_emb_CAA39602_ (X56136! 




aspartic proteinase [Hordeum vulgare] 


Seq. No. 


297126 


Seq. ID 


LIB3136-054-Q1-K1-A5 


Method " 


BLASTX 


NCBI GI 


gl362103 



41656 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
' E value 



204 

3.0e-16 

89 

51 

ubiquitin conjugating enzyme - tomato 

>gi_886679_emb_CAA58111_ (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 

297127 

LIB3136-054-Q1-K1-A7 

BLASTX 

g4586255 

181 

4.0e-25 

79 
73 

(AL049640) putative protein [Arabidopsis thaliana] 
297128 

LIB3136-054-Q1-K1-C11 

BLASTX 

g3421413 

171 

4.0e-12 

63 

60 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 

297129 

LIB3136-054-Q1-K1-D2 

BLASTN 

gl854377 

59 

1.0e-24 

271 

81 

Saccharum officinarum RNA for Sucrose-Phosphate Synthase, 
complete cds 

297130 

LIB3136-054-Q1-K1-D8 

BLASTX 

g4106389 

182 

2.0e-13 

79 

54 

(AF074849) MEI1 [Arabidopsis thaliana] 
297131 

LIB3136-055-Q1-K1-B12 

BLASTN 

g2894376 

39 - 

2.0e-12 



41657 



Match length 


63 


% identity 


90 


NCBI Description 


Hordeum vulgare DNA for 


Seq. No. 


297132 


Seq. ID 


LIB313D-GOO-Q1-K1-H1U 


Method 


BLASTX 


NCBI GI 


g2791896 


BLAST score 


147 


E value 


1 . Oe-09 


Match length 


92 


% identity 


37 


NCBI Description 


(Y08997) l4okDa nuclear 


Seq. No. 


297133 


Seq. ID 


LIB3136-056-Q1-K1-B12 


Method 


nr »p mv 

BLASTX 


NCBI GI 


g^DUo*£ / / 


BLAST score 


154 


E value 


1.0e-10 


Match length 


56 


% identity 


52 


NCBI Description 


RUBISCO SUBUNIT BINDING- 



(60 



KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) >gi_806808 
(U21139) chaperonin precursor [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297134 

LIB3136-056-Q1-K1-B2 

BLASTX 

gll5786 

301 

1.0e-27 

77 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein. - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 


297135 


Seq. ID 


LIB3136-056 


Method 


BLASTX 


NCBI GI 


g4586112 


BLAST score 


194 


E value 


8.0e-15 


Match length 


84 


% identity 


45 


NCBI Description 


(AL049638) ] 


Seq. No. 


297136 


Seq. ID 


LIB3136-056 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


52 


% identity 


62 



41658 



NCBI Description 



(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 


297137 


Seq. ID 


LIB3136-056-Q1-K1-C11 


neunou 


DT 7ACTY 
Dli/iO I A 




goooo u yi 


DuAoi score 




E value 


O • Uc O J 


Match length 


1 O *3 
1U j 


% identity 


£1 
ol 


LNL/D X UCOOlipLlUll 


/ ^C C\C\ A \ )r\\rr\r\^ hor i pal nrofci n r JUraKi Hnr\c i c +"ha 1 i ana 1 
^nLUUiOv / / iiyfc/KJ tile L -L Oct J. piULcin [niaJJlUUpdlo LUalXaiia j 


Seq. No. 


297138 


Seq. ID 


LIB3136-056-Q1-K1-D12 




dt nQTY 


INI Col \j1 




oiiAo i s co re 


01/1 
Z 1 4 


E value 


o • ue i / 


Match length 


1 "5 A 


% identity 


41) 


in J. uescripuion 


^rtJ_iU4 :7fi 0^ ; putative piOLcin ["rciJJlUOpS 1 5 UIlclllcin.cl J 


Seq. No. 


297139 


Seq. ID 


LIB3136-056-Q1-K1-E1 


Method 


DT Z\ QTY 
Cli/lO 1 A 




nA t;QQQC0 


oiaAoi score 




E value 


i . uen 


Match length 


/ / 


% identity 


A 1 

4 / 


incdi uescripuion 


^ rik- u u / 1 d _7 / putative iruci-OKinase [Rxajoiaopsis tnaiiana 


Seq. No. 


297140 


Seq. ID 


. LIB3136-056-Q1-K1-G5 


Metnoa 


DT BCTV 


INUBl lal 


gioi4b4o 


Di-iAoi score 


loo 


E value 


i . ue~iu 


Match length 


JO 


% identity 


00 


in cd i. uescripuion 


l£)/uoz4; rUKj iiKe adu transporter [opiroaeia poiyrrni. 


Seq. No. 


297141 


Seq. ID 


LIB3136-056-Q1-K1-G8 


Kietnoa 


DT Zi CTY 


Mr*T3T CT 


gi / u y y / u 


dJjAoi score 


4 Z O 


l-i VOX LiC? 


3 Oe-42 


Match length 


125 


% identity 


66 


NCBI Description 


60S RIB0S0MAL PROTEIN L10A 


Seq. No. 


297142 


Seq. ID 


LIB3136-057-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl272685 



41659 



BLAST score 
E value . 
Match length 
% identity 
NCBI Description 



559 

1.0e-57 

116 ; " 
89 

(Z24449) acetyl CoA carboxylase [Zea mays] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297143 

LIB3136-057-Q1-K1-D10 

BLASTX 

gl769901 

161 

1.0e-ll 

54 

57 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 





Seq. No. 


297144 




Seq. ID 


LIB3136-057-Q1-K1-E10 


y s 


Method 


BLASTN 


W 


NCBI GI 


g22646 




BLAST score 


54 


~~ 


E value 


2.0e-21 




Match length 


131 




% identity 


92 


==? 1 


NCBI Description 


Z.m'ays MFS18 mRNA 


S 


Seq. No. 


297145 


jj i 


Seq. ID 


LIB3136-057-Q1-K1-F7 


s r 


Method 


BLASTX 




NCBI GI 


g3292827 




BLAST score 


328 


y 


E value 


o . ue-31 




Match length 


78 




% identity 


81 




NCBI Description 


(AL031018) putative protein [Arabidops 




Seq. No. 


297146 




Seq. ID. 


LIB3136-058-Q1-K1-B5 




Method 


BLASTX 




NCBI GI 


g2765837 




BLAST score 


157 




E value 


2.0e-10 




Match length 


76 




% identity 


47 




NCBI Description 


(Z96936) NAP16kDa protein [Arabidopsis 




Seq. No. 


297147 




Seq. ID 


LIB3136-058-Q1-K1-B6 




Method 


BLASTX 




NCBI GI 


g4539009 




BLAST score 


267 




E value 


1.0e-23 




Match length 


99 




% identity 


51 




NCBI Description 


(AL049481) putative protein [Arabidops: 



41660 



064. NO. 


9 Q7 1 4fi 




LlOJl JO UjO yi I\L 


Method 


BLASTX 


NCBI GI 


g746540 


O T ROT t+s^sw/^. 

cLiAo 1 score 


Z IU 


E value 


1 . ue 1 0 


Match length 


Q7 


$ laentity 


fi ft 


NCoi Description 


luzoozij no aerinition line rouna [uaenornauaitis 


O n r*9 XT x*x 

beg. INO. 


9Q71 4 Q 
Z J 1 1 H y 


oeq. iu 


T.TR^I ^fi-nsfi-m —TCI -Pfi 
itiDJijv ujo yi rvx 


Method 


BLASTX 


NCBI GI 


g52054 4 


oii/ibi score 


917 


E value 


1 ri ^ _ 1 7 
1 • ue— i / 


Match lengtn 


IU / 


$ identity 


Dj 


NOBI Description 


(Uiziyoj Detaine aiaenyae aenyarogenase tborgnuiti j 


beg. wo. 


9 Q7 1 c;n 


beg. iu 


LIDjIjO uoo yi Rl 0/ 


Me tnoa 


T3T ZiCTV 


NCBI GI 


g2674203 


BLAST score 


345 • - • 


E value 


1 n« to 
1 . ue— JZ 


Match lengtn 


lz4 


« identity 


DO 


NLoi Description 


(At Ujdjzo j ciif protease regulatory suouniu ujjrA 




[Arabidopsis thaliana] 


beg. no. 


9 Q7 1 c: 1 

z y / i ji 


beg. iu 


T TR*^1 — flRfi- Ol — K"1 — n£ 
1)1 0 J 1JD UjO yi J\l DO 


Method 


BLASTX 


NCBI GI 


g4038471 


biiAbi score 


iy 0 


E value 


O Aa 1 K 

z . ue-io 


Match lengtn 


oZ 


5 identity 


DO 


NCBI Description 


(Arinuzyj 4Ub riDOSoinai protein bz / noinoiog L^ea 


beg. no. 


9 07 1 R 9 

z y / ioz 


oeg. iu 


LIDjIjO UjO yi m r z 


Mennoa 


DT JICTY 


NCBI GI 


g4262236 


BLAST score 


245 


E value 


7 n o 1 
/ . ue— zi 


Match length 




% identity 


bo 








[Arabidopsis thaliana] 


Seg. No. 


297153 


Seg. ID 


LIB3136-058-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2832625 



41661 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153 

4.0e-10 

60 

53 

(AL021711) putative protein [Arabidopsis thaliana] 
297154 

LIB3136-058-Q1-K1-H11 

BLASTX 

g3618312 

258 

2.0e-22 

80 

65 

(AB001884) zinc finger protein [Oryza sativa] 
297155 

LIB3136-059-Q1-K1-C11 

BLASTX 

g464705 

154 * ■ . - \" - : - 

2.0e-10 - ■ ' ' 

66 

58 

40S RIBOSOMAL PROTEIN S13 >gi_4 19802 jpir S3014 6 ribosoma 

protein S13.e - maize >gi^288059_emb_CAA44311_ (X62455) 
cytoplasmatic ribosomal protein S13 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297156 

LIB3136-059-Q1-K1-D9 

BLASTX 

g3047117 

342 

1.0e-32 

84 

80 

(AF058919) similar to ATP- 
[Arabidopsis thaliana] 



dependent RNA helicases 



297157 

LIB3136-059-Q1-K1-E7 

BLASTX 

gl076719 

154 

4.0e-10 

39 

67 

glycine rich protein - barley (fragment) 
>gi_728596_emb_CAA88559_ (248625). glycine rich protein 
[Hordeum vulgare] 

297158 

LIB3136-059-Q1-K1-F10 

BLASTX 

g2132925 

160 

8.0e-ll 



41662 



Match length 
% identity • 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



122 
33 

probable membrane protein YOR245c - yeast (Saccharomyces 
cerevisiae) >giJL420558_emb_CAA994 66_ (Z75153) ORF YOR245c 
[Saccharomyces cerevisiae] 

297159 

LIB3136-059-Q1-K1-F12 

BLASTX 

g4512653 

410 

3.0e-45 

150 

61 

(AC007048) unknown protein [Arabidopsis thaliana] 
297160 

LIB3136-059-Q1-K1-G12 

BLASTX 

g3687249 

'201 

8.0e-16 

54 

74 

(AC005169) .putative copia-like transposable element 
[Arabidopsis thaliana] 



Seq. No. 


297161 


Seq. ID 


LIB3136-060-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl871180 


BLAST score 


196 


E value 


3.0e-15 


Match length 


48 


% identity 


73 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana 


Seq. No. 


297162 


Seq. ID 


LIB3136-060-Q1-K1-B8 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


34 


E value 


9.0e-10 


Match length 


34 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


297163 


Seq. ID 


LIB3136-060-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2388580 


BLAST score 


253 


E value 


1.0e-21 


Match length 


86 


% identity 


50 


NCBI Description 


(AC000098) Similar to Sequence 10 from patent I 



(gb_1253956) . [Arabidopsis thaliana] 



41663 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description" 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297164 

LIB3136-060-Q1-K1-D1 

BLASTN 

gl67082 

35 

3.0e-10 

35 
100 

H.vulgare peroxidase BP 2A 



(Prx6) gene, complete cds 



297165 

LIB3136-060-Q1-K1-D11 

BLASTX 

g2293566 

211 

6.0e-27 

128 

57 

(AF012896) ADP-ribosylation factor 1 [Oryza sativa] 



Seq. No. 


297166 


Seq. ID 


LIB3136-060-Q1-K1-F8 


Method 


BLASTN 


NCBI GI _ 


g3057119 


BLAST score 


34 , , . ' 


E value 


7.0e-10 


Match length 


66 


% identity 


88 


NCBI Description 


Zea mays starch synthase DULL1 


Seq. No. 


297167 


Seq. ID 


LIB3136-060-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g266578 


BLAST score 


259 


E value 


2.0e-22 


Match length 


56 


% identity 


82 


NCBI Description 


METALLOTH IONE I N- L I KE PROTEIN 1 




metallothionein-like protein - 



(dulll) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



maize >gi_236730_bbs_57 629 
(S57628) metallothionein homologue [Zea mays, Peptide, 7 6 
aa] [Zea mays] >gi_559536_emb_CAA57676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

297168 

LIB3137-001-Q1-K1-A8 

BLASTX 

g2642648 

314 

5.0e-29 

87 

72 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 



41664 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



shock 70 protein [Spinacia oleracea] >gi__2660770 (AF034617) 
cytoso-l : ic heat shock 70 protein [Spinacia oleracea] 

297169 

LIB3137-001-Q1-K1-F4 

BLASTX 

g417745 

240 

2.0e-20 

91 

58 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 

297170 

LIB3137-001-Q1-K1-F5 

BLASTX 

g3242075 

146 

1.0e-09 

49 

59 

(Z97059) S-adenosyl-L-homocysteine hydrolase [Arabidopsis 
thaliana] 

297171 

LIB3137-001-Q1-K1-G12 

BLAST N 

g22229 

132 

2.0e-68 

203 

91 

Z.mays cab-m7 gene for light harvesting chlorophyll a/b 
binding protein 



Seq. No. 


297172 


Seq. ID 


LIB3137-001-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl430887 


BLAST score 


185 


E value 


7.0e-14 


Match length 


36 


% identity 


100 


NCBI Description 


(X99197) 70 kD heatshockprotein [Medicago sativa] 


Seq. No. 


297173 


Seq. ID 


LIB3137-002-Q1-K1-A2 


Method 


BLASTX 


NCBI GI . 


g2668742 


BLAST score 


344 


E value 


2.0e-32 


Match length 


79 


% identity 


82 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea mays] 



41665 



Seq. No. 


297174 


beq. lu 




Metnoa 


"DT ft OTY 


NCBI GI 


g2995953 


BLAST score 


145 


E value 


d . ue~u y 


Matcn lengtn 


Dj 


% identity 


49 


nldi Description 


(ArUjjjuo) giutareooxin i [MeseitiDryanuneiuuiu crysuaiiim 


Seq. No. 


297175 


beq. ID 




Method 




NCBI GI 


g3024657 


BLAST score 


O *7 O 

3 / o 


E value 


1.0e-36 


Match length 


103 


% identity 




NCBI Description 


PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 




>gi 2668740 (AFQ34944) translation initiation factor; < 




[Zea mays] 


Seq. No. 


297176 


Seq. ID 


LIBolo / — UU^~*yi~i\l~r J 


Method 


DT 7A OTY 


NCBI GI 


g2984709 ^ 


BLAST score 


336 


E value 


1 Art *31 

l . ue-ol 


Match length 


72 


% identity 


92 


NUbi Description 


(Aruoo4oo) unau-reiarea protein ^muji [Ziea inaysj 


Seq. No. 


297177 


beq. ID 


Llbolo / — UUZ— yi-J\l _ r 0 


Method 


BLASTX 


NCBI GI 


g578549 


BLAST score 


152 


E value 


0 . ue— 1U 


Match length 


43 


% identity 


72 


NCBI Description 


(Z22614) ubiquitin [Tetrahymena pyriforiuis] 


Seq. No. 


297178 


beq. ID 


t td*31 n nno ai vi 
LIBJ1 J /-UU2-Q1-K1-G2 




DT liCTKI 
Oliiib 1 IN 


NCBI GI 


gool4o2 


BLAST. score 


106 


E value 


1.0e-52 


Match length 


231 


% identity 


95 


NCBI Description 


Zea mays ABA- and ripening-inducible-like protein mRNA ( 




complete cus 


Seq. No. 


297179 


Seq. ID 


LIB3137-002-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl703374 



G0S2 



41666 



BLAST score 209 
E value 7.0e-17 
Match length 92 
% identity 53 

NCBI Description ADP-RIBOSYLATION FACTOR 1 >gi_2129457_pir S66337 

ADP-ribosylation factor 1 - Chlamydomonas reinhardtii 
>gi_861205 (U27120) ADP-ribosylation factor [Chlamydomonas 
reinhardtii] 



Seq. No. 


297180 


Seq. ID 


LIB3137-002-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl362010 


BLAST score 


202 


E value 


4.0e-16 


Match length 


55 


% identity 


20 


NCBI Description 


ubiquitin-like protein 9 - Arabidopsis thaliana 


Seq. No. 


297181 


Seq. ID 


LIB3137-002-Q1-K1-H4 


Method .'" 


BLASTX 


NCBI GI 


g4588012 


BLAST score 


180 


E value 


3.0e-18 


Match length 


104 


% identity 


49 


NCBI Description 


(AF085717) putative callose synthase catalytic subunit 




[Gossypium hirsutum] 


Seq. No. 


297182 


Seq. ID 


LIB3137-003-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl769887 


BLAST score 


171 


E value 


3.0e-12 


Match length 


42 


% identity 


81 


NCBI Description 


(X95736>vamino acid permease 6 [Arabidopsis thaliana] 


Seq. No. 


297183 


Seq. ID 


LIB3137-003-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


293 


E value 


1.0e-26 


Match length 


65 


% identity 


86 


NCBI Description 


(D45423) ascorbate peroxidase [Oryza sativa] 


Seq. No. 


297184 


Seq. ID 


LIB3137-003-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3293031 


BLAST score 


288 


E value 


6.0e-26 


Match length 


109 



41667 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



56 

(AJ007574) amino acid carrier [Ricinus communis] 
297185 

LIB3137-003-Q1-K1-D3 

BLASTX 

g3776578 

195 

6.0e-15 

112 

36 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 

297186 

LIB3137-003-Q1-K1-D8 

BLASTX 

gll5815 

246 

5.0e-21 
94 

55 , 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

297187 

LIB3137-003-Q1-K1-G12 

BLASTX 

gll74592 

280 

5.0e-36 

106 

73 

TUBULIN ALPHA- 1 CHAIN >gi 2119270 pir' S60233 alpha-tubulin 
- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

297188 

LIB3137-003-Q1-K1-G6 

BLASTX 

g2499611 

281 

5.0e-25 

63 

81 

MITOGEN- ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548_pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1..-) - Arabidopsis thaliana 
>gi_457406_dbj_BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 

297189 

LIB3137-004-Q1-K1-D1 
BLASTX 



41668 



NCBI . GI 


gll3595 


BLAST score 


268 


E value 


1 . Oe-30 


Match length 


81 


% identity 


85 


NCBI Description 


ALDOSE REDUCTASE (AR) (ALDEHYDE REDUCTASE) 




>gi 100562 pir S15024 aldose reductase-related protein 




barley >gi 18891 emb CAA40747 (X57526) aldose 




reductase-related protein [Hordeum vulgare] 


Seq. No. 


297190 


Seq. ID 


LIBJlo /-UU4-Q1-K1-E^ 


Method 


ny iip mv 

BLASTX 


NCBI GI 


g4038037 


BLAST score 


192 


E value 


1 A 1 A 

1 . Oe-14 


Match length 


134 


% identity 


15 


NCBI Description 


(ALUUoyjo) nypounericai protein [Araoiaopsis tnaiianaj 


Seq. No. 


297191 


Seq. ID 1 


t Tm 1 on a a a r\ i wi te 

LIB31 J7-004-Q1-K1-EO 


Method 


nT 7\ O mv 

BLASTX 


NCBI GI 


g2505870 


BLAST score 


142 


E value 


5.0e-09 


Match length 


88 


% identity 


42 


NCBI Description 


(Y12227) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


297192 


Seq. ID 


T TOOT O *7 Art ^ TVl t-i O 

LIB31 37-004 -Q1-K1-FS 


Method 


BLASTX 


NCBI GI 


gll71579 


BLAST score 


241 


E value 


2 . Oe-20 


Match length 


61 


% identity 


72 


NCBI Description 


(X9b34^) cytochrome P4oU [Nicotiana taJDacuinj 


Seq. No. 


297193 


Seq. ID 


LIB31 3 /-004-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3913793 


BLAST score 


290 


E value 


5.0e-26 


Match length 


82 


% xdentity 


68 


NCBI Description 


GLUTATHIONE PEROXIDASE 2 >gi 2569989 emb_CAA75009_ (Y14 




glutathione peroxidase [Helianthus annuus] 


Seq. No. 


297194 


Seq. ID 


LIB3137-005-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g488573 


BLAST score 


427 


E value 


4.0e-42 



41669 



\A -\ 4- a V*\ 1 r*k. r~\ r^t 4— Vi 

Watcn lengtn 


ft7 
O f 


b identity 


y y 


in^ox uesciiption 


/ ttH Q /I £ "3 ^ hicfnno U Q O f Mori i pa rr^ cal-i ual 


oeq. wo. 


z y / ± y 3 


On/y T H 


t tr^i 17-nns-m -ki -ri n 


l T iC L. I1UU 


O J_trtO X A 


NCBI GI 


g^ jZ D3*±** 


BLAST score 


240 


E value 


4.0e-20 


MaT.cn lengtn 


c -i 

0 1 


$ identity 


7 n 


NCBI Description 


(Ar i^o J7j] similar to oeta transaucins ^riaim rr uu^uu, 


Qr>Aro — 7 1 7 TT — 1 Ro — 17 W=fi l T Zlr-aH-i Hc^r^c: -i <a fhal i anal 
OCOic — / 1 • / / Ci — J- • 1 / f IN — LnlaJJlUUpolo LUdX .Leu Id J 


O a XT a 

beg. MO. 


0 Q7 1 Q£ 

z y / 1 y o 




t TRii ^7— nri^— HI -K1 -RS 

LlOJl J / UUj yl J\X Dj 


1*1 c LllvJU. 




NCBI GI 


g902200 


BLAST score 


90 


£j value 


d. ue *i j . 


Match length 


zu / 


% identity 




inldi Description 


Zi.mays complete cnioropiast genome 


O a a» < M A 

beg. no. 


z y /-i y / 


beq. 1U 


t m*3i *37 — nriR— m — wi — n£ 

LlrJjlj / ~UUD yi l\l Do 


L v Jc UIKJU 


RT &c;TY 


NCBI GI 


g2340108 


BLAST score 


321 


E value 


o • ue~ju 


Match length 


3 ' 


O * a*a«+- 4 4-,, 

% identity 


1UU 


NUni uescription 


^UDoyfioj SLaicn Diancmny enzyme iia [oca mays j 


C* a at Ma 

Seq. No. 


/ lyy 


oeq. ±u 


t tp^i *^7— nriR- m — vi -pq 

LIDjIj / UUj M 


U.i. V> A A< 






y 1ZZ UO *± 


dj_lh.o i score 


jDj 


E value 


1 • ue J9 


Match length 


80 


% identity 


93 


wldi Description 


UTOTHMr U*5 Srri 707^4 r UCnu'3 K-i cf nna U *5 — Karl air 

nioiuiNEj no -^gi fv/DH pir hodHj nistone no oariey 




irragmentj -^gi io/udi ^jyijfiyzoj nistone nj protein Lnoraeuin 




■ttiiI a--^va1 \»i Q «^ v< 1 01 QJ\ Vi4a-^a«a U *3 r vWi-kiim 

vuigarej ^gi zzoj^o__prr uuiziyA nistone no [.norcieum 




TT1 1 1 A- A A XT ^ V* *H 1 O T~ 1 /■*» V( 1 1 TY1 1 

vuigdic, vaii uioLicnumj 


O A AT XT A 

beq. no. 


O Q7 1 QQ 

zy / iy y 


oeq. iu 


t tr*^i ^7— nn^— m — — pi n 

LIDjIj / UUj yi M ^1U 


wetnoa 


DT 7\ CTY 

DLlA.5 1 A ■ 






BLAST score 


654 


E value - 


1.0e-68 


Match length 


143 


% identity 


86 


NCBI Description 


(AB001568) phospholipid hydroperoxide glutathione 



41670 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



peroxidase-like protein [Arabidopsis thaliana] >gi_ 3004869 
(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931 . 1_ (AL049500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 



297200 

LIB3137 

BLASTX 

gl36640 

611 

1.0e-63 

115 

98 

UBIQUIT 
LIGASE) 
ubiquit 



■005-Q1-K1-C11 



IN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 

(UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
in carrier protein [Triticum aestivum] 



297201 

LIB3137-005-Q1-K1-C12 

BLASTX 

gl36640 

173 

2.0e-12 

100 

45 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEiN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 

297202 

LIB3137-005-Q1-K1-C8 

BLASTX 

gl68523 

518 

8.0e-53 

101 

99 

(M31483 
[Zea ma 



) glyceraldehyde-3-phosphate dehydrogenase precursor 
ys] 



Seq. No. 
Seq. ID 
Method 



297203 

LIB3137-005-Q1-K1-D10 

BLASTX 

g3372230 

487 

4.0e-49 

133 

68 

(AF017074) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] >gi_4585968_gb_AAD25604 . 1_AC005287_6 
(AC005287) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] 

297204 

LIB3137-005-Ql^Kl-D5 
BLASTX 



41671 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID' ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915826 
387 

1.0e-37 

101 

74 

60S RIBOSOMAL PROTEIN L5 
297205 

LIB3137-005-Ql r Kl-D9 

BLASTX 

g2213583 

377 

3.0e-36 

141 

55 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
297206 

LIB3137-005-Q1-K1-E12 

BLASTX 

gl370174 

559 

2.0e-57 

122 

86 

(Z73936) RAB1Y [Lotus japonicus] 
297207 

LIB3137-005-Q1-K1-E3 

BLASTX 

g2921304 

558 

1.0e-57 

121 

93 

(AF0334 96) herbicide safener binding protein [Zea mays] 
297208 

LIB3137-005-Q1-K1-F11 

BLASTX 

g2253219 

540 

2.0e-55 

128 

83 

(AF002689) actin 2 [Podocarpus macrophyllus] 
297209 

LIB3137-005-Q1-K1-G10 

BLASTX 

gl22085 

439 

2.0e-43 

133 

73 

HI STONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482jpir S04099 histone H3 (variant H3R-21) 



41672 



- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone. H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_324 9101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A ; histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297210 

LIB3137-005-Q1-K1-G11 

BLASTX 

g4490293 

607 1 ' 

4.0e-63 

153 

70 

(AL035678) 
thaliana] 



WD-repeat protein-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297211 

LIB3137-005-Q1-K1-G9 

BLASTX 

g70774 

409 

6.0e-40 

82 

99 

histone H4 (TH091) - wheat >gi_170747 
[Triticum aestivum] 



(M12277) histone H4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297212 

LIB3137-005-Q1-K1-H11 

BLASTX 

g4193388 

508 

1.0e-51 

130 

77 

(AF091455) translationally controlled tumor protein 
brasiliensis] 



[Hevea 



Seq. No. 



297213 



41673 





Seq. ID 






Method 


T3T TV CTV 

BLAbTX 




NCBI ■ GI 


g2245069 




BLAST score 


364 




E value 


b . Ue- Jb 




Match length 


98 




% identity 


62 




NCBI Description 


(Z9/34z) hypothetical protein [AraDiaopsis tnaiianaj 




Seq. No. 


297214 




Seq. ID 






Method 


BLASTX 




NCBI GI 


— , >1 c m *7 o 

g45Q7793 




BLAST score 


167 




E value 


1 . Oe-11 




Match length 


42 




% identity 


by 




NCBI Description 


ubiquit in-con jugating enzyme E2N (homologous to yeast 






UBC13) >gi 2501432 sp Q16781 UBCC HUMAN 






UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 


rri; 
« s 




LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_^14 o9ol_pir JC4I 


£ ^ j 




ubiquit in-con jugating enzyme (EC 6.3.2.-) E2 - human 






>gi_1181558_dbj_BAA11675_ (D83004) ubiquxtin-conjugatmg 






enzyme E2 UbcH-ben [Homo sapiens] 




Seq. No. 


297215 


y s 


Seq. ID 


LIB313 /-UU /-Q1-K1-BJ 


s 


Method 


BLAbTX 




NCBI GI 


g4091008 




- BLAST score 


200 




E value 


1 . Oe-lo 




Match length 


85 




% identity 


49 




NCBI Description 


(AtU4U/uu) metniony±-tKMA synunerase yvTyzdi sativaj 




Seq. No. 


297216 




Seq. ID 


LIB3137-007-Ql-Kl-El^ 




Method 


BLASTX 




NCBI GI 


g2335101 




BLAST score 


271 




E value 


7 . Oe-24 




Match length 


87 




% identity 


57 




NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 




Seq. No. 


297217 




Seq. ID 


t tdh ridi rsi vi i?q 
LIBoio /-UU /— yi-Kl-ho 




Method 


BLASTX 




\ir , n t c t 
INLdI (j1 


giu / douu 




BLAST score 


362 




E value 


2.0e-34 




Match length 


74 




% identity 


92 




NCBI Description 


L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme 



maize >gi_600116_emb_CAA84406_ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_ prf 2111423A ascorbate 

peroxidase [Zea mays] 



41674 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297218 

LIB3137-007-Q1-K1-G8 

BLASTX 

gll2994 

346 

7.0e-33 
78 

88 . 
GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 


297219 


Seq. ID 


LIB3137-007-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4*'586117 


.BLAST score 


399 


E value 


4.0e-39 


Match length 


100. 


% identity 


73 


NCBI Description 


(AL049638) putative ] 


Seq. No. 


297220 : 


Seq. ID 


LIB3137-008-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gll29145 


BLAST score 


188 


E value 


2.0e-14 


Match length 


88 


% identity 


45 


NCBI Description 


(X75329) acetyl-CoA \ 


Seq. No. 


297221 


Seq. ID 


LIB3137-008-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4335756 


BLAST score 


185 


E value 


7.0e-14 


Match length 


80 


% identity 


50 


NCBI Description 


(AC006284) putative , 


Seq. No. 


297222 


Seq. ID 


LIB3137-008-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4455129 


BLAST score 


191 - 


E value 


2.0e-14 


Match length 


116 


% identity 


37 


NCBI Description 


(AF127761) ribonucle< 


Seq. No. 


297223 



41675 



oeq. ID 


LltJolo / -UUo-yi-Kl-h D 


wetnoa ; 


PT j\oty 
oltfto 1 A 


NCBI GI 


gl2Ub /U 


Djj/ioi score 


1 

0*1 1 


E value 


z • ue~ 


Match length 


78 


% identity 


85 


Nbbi Description 


bL IbbKAlilJtjn 1 Uti J~rnUolrftft.lt UttFi I DKUb£jIN.ft.oEi/ 




>gi iuuo/y pir oUbo/y giyceraioenyae— o-pnospnaue 




dehydrogenase (hb 1.2.1.12) b - maize 




->gi Z!?jO jj eiuD tmjJOtU lAlOOyOJ unrUn Ltica IuaySJ 


Seq. No. 


29/224 


oeq. id 


LlDjl J / UU0 ^1l\JL r 0 




m QCTM 
DiirtO 1 IN 


NCBI GI 


gl68490 


BLAST score 


44 


E value 


0 . ue-ib 


Match lengtn 


92 


% identity 


O T 


NCBI Description 


Maize giutatnione o-transrerase (boi— ij itikina, complete cas 


Seq. No. 


O (\ ^ o o c 

297225 


oeq. iu 


iiiooi j / - u u y— yi—i\i— uiz 


Method 


olxfto 1 A 


NCBI GI 


g21 19187 


BLAST score 


1 E T ' 

lo / 


E value 


9.0e-ll 


Match length 


31 


% identity 


Q A 

y4 


NCBI Description 


transmembrane protein, glucose starvation— induced — maize 


>gi d/o/jI eitiD CAAo/9do (ao2doJj transmemorane protein 




[Zea mays] 


Seq. No. 


297226 


oeq. iu 


iiiooi j /-uuy-yi— J\l-UO 


Method 


OTA PIPV -'r"-^* 


Nbfcil bl 


gJ2obU Jo 


BLAST score 


365 


E value 


8.0e-35 


Matcn lengtn 


14U 


% identity 


E 1 
Ol 


NCBI Description 


(Y14274) putative serine/threonine protein kinase [Sorghum 




bicolor ] 


Seq. No. 


29 /22 / 


oeq. iu 


lidjIj /~uuy yi rvi ijy 


netnoa 


DT BCTY 
OliriO 1 A 


Nbol bl 


gz JO 4 D / o 


BLAST score 


164 


E value 


2.0e-ll 


ridLcn lencjtn 




% identity 


49 


NCBI Description 


(AF012658) putative potassium transporter AtKT3p 




[Arabidopsis thaliana] 


Seq. No. 


297228 



41676 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3137-009-Q1-K1-F1 

BLASTX 

g2623298 

261 

7.0e-23 **. 

108 

50 

(AC002409) putative 4-alpha-glucanotransf erase [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297229 

LIB3137-009-Q1-K1-F2 

BLASTX 

g4510339 

144 

2.0e-09 

36 

81 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 

297230 

LIB3137-009-Q1-K1-G4 

BLASTN 

g3414828 

113 

6.0e-57 

121 

98 

Zea mays subsp. mays race Tuxpeno globulin-1 gene, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297231 

LIB3137-009-Q1-K1-G8 

BLASTX 

g4567273 

305 

8.0e-28 

102 

58 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 

297232 

LIB3137-009-Q1-K1-H10 

BLASTX 

gll70937 

159 

2.0e-ll 

35 

86 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 



297233 



41677 



n 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3137-010-Q1-K1-A12 

BLASTX 

gl495251 

259 

2.0e-22 

126 

48 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
297234 

LIB3137-010-Q1-K1-B7 

BLASTX 

g4512667 

312 

8.0e-29 

112 

56 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
297235 . 

LIB3137-010-Q1-K1-C11 

BLASTX 

gl911166 

163 

5.0e-23 

107 

59 

(X94400) soluble-starch-synthase [Solanum tuberosum] 
297236 

LIB3137-010-Q1-K1-F11 

BLASTX 

g3785977 

252 

9.0e-22 

111 

50 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

297237 

LIB3137-010-Q1-K1-F5 

BLASTX 

gl!5786 

279 

5.0e-25 

80 

68 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A2 91 19 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

297238 

LIB3137-010-Q1-K1-G2 

BLASTX 

g4455225 



41678 



.xz 



U 



BLAST score 
E value ■ 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



169 

6.0e-12 

57 

56 

(AL035440) putative protein [Arabidopsis thaliana] 
297239 

LIB3137-010-Q1-K1-G6 

BLASTX 

g3511285 

315 

3.0e-29 

99 

61 

(AF081534) cellulose synthase [Populus alba x Populus 
tremula] 

297240 

LIB3137-010-Q1-K1-G8 

BLASTX 

g548605 

200 

1.0e-15 

83 

63 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

297241 

LIB3137-010-Q1-K1-H6 

BLASTX 

gl29232 

157 

6.0e-14 

90 

58 

ORYZAIN BETA CHAIN PRECURSOR >gi_67645_pir KHRZOB oryzain 

(EC 3.4.22.-) beta precursor - rice 

>gi_218183_dbj_BAA14403_ (D90407) oryzain beta precursor 
[Oryza sativa] 

297242 

LIB3137-011-Q1-K1-C12 

BLASTN 

gl213278 

54 

2.0e-21 

54 

100 

Z.mays ZEMb gene 
297243 

LIB3137-011-Q1-K1-C4 
BLASTN 



41679 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl8963 
42 

1.0e-14 

90 

87 

Z.mays mRNA for dehydrin (dhn3) 
297244 

LIB3137-011-Q1-K1-C7 ' 

BLASTX 

g82684 

164 

1.0e-ll 

64 

55 

dehydrin 3 - maize >gi_18964_emb_CAA33364_ 
dehydrin (AA 1-167) [Zea mays] 



(X15290) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297245 

LIB3137-012-Q1-K1-A8 

BLASTX 

g425194 

291 

7.0e-28 

99 

70 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 
(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



Seq. No. 


297246 


Seq. ID 


LIB3137-012-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


gl698669 


BLAST score 


40 


E value 


2.0e-13 


Match length 


129 


,% identity 


84 


NCBI Description 


Zea mays S-like RNase 


Seq. No. 


297247 


Seq. ID 


LIB3137-012-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2832616 


BLAST score 


221 


E value 


6.0e-18 


Match length 


131 


% identity 


41 


NCBI Description 


(AL021711) heat shock 




[Arabidopsis thaliana] 


Seq. No. 


297248 


Seq. ID 


LIB3137-012-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2098575 


BLAST score 


156 


E value 


2.0e-10 



(kinl) mRNA, complete cds 



- like protein 



41680 



Match length 

% identity 

NCBI- -Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 7 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

42 ... * 

(AC002115) F25451_2 [Homo sapiens] ■ '* " ' 

297249 

LIB3137-012-Q1-K1-D4 

BLASTX 

g2098575 

300 

2.0e-27 

74 

73 

(AC002115) F25451_2 [Homo sapiens] 
297250 

LIB3137-012-Q1-K1-D6 

BLASTN 

g3821780 

37 

2.0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 
297251 

LIB3137-012-Q1-K1-E9 

BLASTX 

gl29591 

333 c 

4.0e-31 

96 

71 

PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

297252 

LIB3137-012-Q1-K1-F12 

BLASTX 

g2708806 

206 

2.0e-16 

71 

61 

(AF037359) superoxide dismutase [Paulownia kawakamii] 
297253 

LIB3137-012-Q1-K1-G5 

BLASTX 

g3335378 

267 

2.0e-23 

78 

72 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq. No. 



297254 



41681 



oeq. 11J 


t Tn*3i ^*7— m 0— m — w~\ — 
JjX DO 1 j / "Uli yi J\l nD 




DT QQTM 
OljriO 1 IN 




~o con o c-7 ' 
gz DO / JD / 


BLAST score 


66 


E value 


6.0e-29 


Match length 


±ZZ 


% identity 


Q Q 

by 


NCBI Description 


Zea mays nonphototropic hypoc 




cds 


Seq. No. 


zy /ZDD 


oeq. id 




Metnod 




NCBI GI 


g2580440 


BLAST score 


245 


E value 


d . ue- z ± 


Match lengtn 




% identity 


/z 


NCBI Description 


(Do/zol) rtr z L" r y z s sativaj 


Seq. No. 


zy /zoo 


beq. 1U 




Method 








BLAST score 


195 


E value 


4.0e-15 


Match length 


75 


% identity 


55 


NCBI Description 


T-COMPLEX PROTEIN 1, EPSILON 



1 (nphl) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CCT-EPSILON) (TCP-K19) >gi_542112_pir S40461 t-complex 

polypeptide 1 - oat >gi_435173_emb_CAA53396_ (XI 57 11) T 
complex polypeptide 1 [Avena sativa] 

297257 

LIB3137-013-Q1-K1-B7 

BLASTX 

g295355 

300 

5.0e-30 

118 

56 

(L13653) peroxidase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



297258 

LIB3137-013-Q1-K1-D2 

BLASTX 

g4469023 

223 

2.0e-36 

93 

87 

(AL035602) putative protein [Arabidopsis thaliana] 
297259 

LIB3137-013-Q1-K1-D8 

BLASTX 

g3004950 



41682 



BLAST score 


346 


E value 


i . ue-^z ■ ' , 


Match length 


Q C 
OD 


% identity 


/y 


NLbi Description 


(AcUo/udij tonopiast intrinsic protein; Ziitiiiri ii 


Seq. No. 


29/260 


beq. id 




Mernoa 




NCBI GI 


gll70242 


BLAST score 


o r\ r\ 

200 


E value 


4.0e-16 


Match length 


55 


% identity 


/ 0 


NCBI Description 


c LKKULnhLiAI Abb rKECUKbUK ( rKUl UnEMrj r EKKU-L I Abb ; 




SYNTHETASE) >gi 4/4yoo QDj BAAUolUl (D2oiU3) 




rerrocneiauase [rioraeuni vuigarej 


Seq. No. 


297261 


Seq. ID 




Metnoa 


Dixfib IN 


NCBI GI 


g313759 


BLAST score 


48 


E value 


o . oe-io 


Match length 


60 


% identity 


95 


NCBI Description 


Z.mays hsp 70-1 gene for heat shock protein 


Seq. No. 


297262 


Seq. ID 


LlDOlJ /-Ul J _ U1— X\.l - b / 


Method 


BLASTX 


NCBI GI 


gJ915029 


BLAST score 


202 


E value 


7.0e-16 


Match length 


70 


% identity 


3/ 


NCBI Description 


ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 




(STEAROYL-ACP DESATURASE) >gi_9 / 625 /_aDj_BAA0 / bo. 




stearyl-ACP desaturase [Oryza sativa] 


Seq. No. 


o r\ *n ^ /■ n 

297263 


beq. id 


LIdJIj /-Ul o— U1-" Kl— HO 


rietnoa. . 


"RT ZiQTY 


NCBI GI 


g465835 


BLAST score 


155 


E value 


1.0e-10 


Match length 


85 


% identity 


44 



(HEME 



NCBI Description 



HYPOTHETICAL 272.0 KD PROTEIN C50C3.6 IN CHROMOSOME III 

>gi_630577j?ir S44625 C50C3.6 protein - Caenorhabditis 

elegans >gi_289658 (L14433) putative [Caenorhabditis 
elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297264 

LIB3137-014-Q1-K1-A10 

BLASTX 

g!345683 



41683 



BLAST score 
Z value J 
MatcK' lerfgth 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



234 

2.0e-19 . • 

"48 " ' - 

94 

CAT ALAS E ISOZYME 3 >gi_487045_pir S37379 catalase (EC 

1.11.1.6) 3 - maize >gi_168437 (L05934) catalase [Zea mays] 

297265 

LIB3137-014-Q1-K1-B6 

BLASTX 

g82696 

352 

2.0e-33 

81 

88 

glycine-rich protein - maize >gi_222 93_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

297266 

LIB3137-014-Q1-K1-D2 

BLASTX 

g4263509 

164 

B.0e-17 
112 

51 ' . 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
297267 

LIB3137-014-Q1-K1-D7 

BLASTX 

g3063706 

173 

1.0e-12 

75 

44 

(ALQ22537) putative protein [Arabidopsis thaliana] 
297268 

LIB3137-014-Q1-K1-F1 

BLASTX 

gl076809 

353 

2.0e-33 

90 

76 

H+-transporting ATPase (EC 3.6.1.35) - maize 
>giJ758355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 
[Zea mays] 

297269 

LIB3137-014-Q1-K1-F6 

BLASTX 

g3789954 

4 61 

3.0e-4 6 
122 



41684 



% identity 

NCBI Description 



Seq. Nov" ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(AF094776pAChlorophyll a/b-binding protein precursor [Oryza 
sativa] 

297270 

LIB3137-014-Q1-K1-G12 

BLASTX 

g3913182 

227 

8.0e-19 

67 

67 

C I NNAMYL- ALCOHOL DEHYDROGENASE (CAD) 
>gi_2239258_emb_CAA74070_ (Y13733) cinnamyl alcohol 
dehydrogenase [Zea mays] 

297271 

LIB3137-015-Q1-K1-A9 

BLASTX 

g82696 

244 

3.0e-21 

58 

83 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 


297272 


Seq. ID 


LIB3137-015-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g296593 


BLAST score 


60 


E value 


4.0e-25 


Match length 


76 


% identity 


95 


NCBI Description 


H. vulgare pZE40 gene 


Seq. No. 


297273 


Seq. ID 


LIB3137-015-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl654140 


BLAST score 


329 


E value 


6.0e-31 


Match length 


82 


% identity 


74 


NCBI Description 


( U37 8 4 0 ) lipoxygenase 


Seq. No. 


297274 


Seq. ID 


LIB3137-016-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2829894 


BLAST score 


234 


E value 


9.0e-20 


Match length 


84 


% identity 


51 


NCBI Description 


(AC002311) Unknown pr< 



41685 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297275 

LIB3137-016-Q1-K1-A5 

BLASTX 

g283038 

467 

7.0e-47 

104 

88 

chlorophyll a/b-binding protein (cab-m7) precursor - maize 
>gi_22230_emb_CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297276 

LIB3137-016-Q1-K1-B2 

BLASTN 

g2921303 

105 

5.0e-52 

219 

94 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

297277 

LIB3137-016-Q1-K1-D10 

BLASTX 

g4567232 

217 

1.0e-17 

71 

62 

(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



297278 

LIB3137-016-Q1-K1-E6 

BLASTX 

g4539343 

208 

2.0e-16 

49 

76 

(AL035539) putative protein [Arabidopsis thaliana] 
297279 

LIB3137-016-Q1-K1-F2 

BLASTX 

g4006893 

333 

2.0e-33 

97, 
75 

(Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 
297280 

LIB3137-016-Q1-K1-H6 . 
BLASTX 



41686 



NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g266578 

224. . . 

9.0e-21 " 

57 

89 

METALLOTHIONEIN-LIKE PROTEIN 1 >gi_100898 jpir S17560 

metallothionein-like protein - maize >gi_236730_bbs_57629 
(S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi__228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297281 

LIB3137-017-Q1-K1-E11 

BLASTX 

g2829275 

161 

5.0e-ll 

99 

44 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB40069 . 1_ 
(AL04 9525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297282 

LIB3137-017-Q1-K1-G12 

BLASTX 

g2464852 

178 

7.0e-13 

120 

36 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297283 

LIB3137-017-Q1-K1-G4 

BLASTX 

g2984709 

513 

3.0e-52 

98 

99 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297284 

LIB3137-018-Q1-K1-A8 

BLASTX 

gl418125 

263 

5.0e-23 

69 

68 

(D5.8404) CTP:phosphocholine cytidylyltransferase [Brassica 



41687 



napus ] 



oeq. IMO . 


zy / ZOO 


Seq. ID 


LIB3137-018-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


go /boy to 


BLAST score 




E value 


5 . Oe-14 


Match length 


oz 


% identity 


65 


NCBI Description 


(AC005560) putative homeobox prote: 


Seq. No. 


23 /ZOO 


Seq. ID 


LIB3137-018-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


golob Jl± 


BLAST score 


169 


E value 


1 . Oe-16 


Match lengtn 


"7 1 
/ 1 


% identity 


56 


NCBI Description 


(AF062734) soluble acid invertase 


Seq. No. 


zy /zo / 


Seq. ID 


LIB3137-018-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gll55261 


BLAST score 


o o o 

288 


E value 


7 . Oe-26 


Match length 


64 


% identity 


o o 
oo 


NCBI Description 


(U40217) eukaryotic release factor 




thaliana] 


oeq. jno. 


z y / zoo 


Seq. ID 


LIB3137-018-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


401 


E. value 


3.0e-39 


Match length 


89 


% identity 


92 



NCBI Description 



GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091jprf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297289 

LIB3137-018-Q1-K1-E6 

BLASTX ' 

g2792238 

155 

3.0e-10 

88 

40 

(AF032697) NBS-LRR type resistance protein [Oryza sativa] 



41688 



Seq. No. 


o m o ft ft 

• 297290 , 


beq. ID 


LloJlo / — Ulo-yi— J\l-bO 


Method 


BLASTX 


NCBI GI 


g4468048 


BLAST score 


1 / J 


E value 


o ft — . i o 

2 . Oe-12 


Match length 


110 


% identity 


• a ft 
4U 


NCBI Description 


(X78703) catechol O-methyltransf erase [Vanilla p 


Seq. No. 


29/291 


Seq. ID 


LlDJiJ /-Ulo-yi-Kl-b / 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


o o o 
329 


E value 


1 . Oe-30 


Match length 


66 


% identity 


9 / 


NCBI Description 


(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 


Seq. No. 


297292 


Seq. ID 


LIB3137-019-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4220528 


BLAST score 


333 


E value 


4.0e-31 


Match length 


111 


% identity 


59 


NCBI Description 


(AL035356) glucose-6-phosphate isomerase [Arabid< 




thaliana] 


Seq. No. 


O ft "7 O ft O 

297293 


Seq. ID 


LIB31J /-019-Ql-Kl-Ao 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


532 


E value 


2 . Oe-54 


Match length 


101 


% identity 


99 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 


Seq. No. 


1 ft ^ O ft A 

297294 


Seq. ID 


ttdh mo ni yi n 
LIBoU /-Ul 9-Q1-K1-E / 


Method 


BLASTX 


NCBI GI 


g3861366 


BLAST score 


237 


E value 


8 . 0e-20 


Match length 


145 


% identity 


40 


nldi Description 


f 7A TO *3 R 0*7 *5 \ ^ -RMTMAT PUnT THTP flpTn OVNTTUTiCC 1 fh^mZiX 

0— AMI In U Lb vUJjINIU oilNlnAoEj ^neiu/i/ 




[Rickettsia prowazekii] 


Seq. No. 


297295 


Seq. ID 


LIB3137-019-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4204912 



41689 



BLAST score 


160 


E value 


4.0e-ll 


Match length 


53 


% identity 


58 


NCBI Description 


(U58 918 ) MEK kinase 


Seq. No. 


297296 


Seq. ID 


LIBolo /-Uiy-Ql-Kl-n4 


Method 




NCBI GI 


g4584545 


BLAST score 


492 


E value . 


ft ft A C ft 


Match length 


142 


% identity 


65 


NCBI Description 


/7\T ft /I ft £T ft O \ 4.4--— , 

(ALU4ybUo) putative ] 


Seq. No. 


297297 


Seq. ID 


■ t t r> O 1 ft o ft r\ 1 tri 

LIBol 37-02 0-Q1-K1-C1 


Method 


tit t» nrriM 

BLASTN 


NCBI GI 


g550433 


BLAST score 


85 


E value 


3. 0e-40 


Match length 


204 


% identity 


83 


NCBI Description 


Z .mays CYP / 1C1 gene 


Seq. No. 


297298 


Seq. ID 


T TOO"! O *7 ftftft /~\ n TV *1 

LIB3137-020-Q1-K1-C2 


Method 


BLASTX 




gjoo / ^jj 


BLAST score 


340 


E value 


7.0e-32 


Match length 


119 


% identity 


61 


NCBI Description 


(AC005169) putative 



[Arabidopsis thaliana] 



Seq. No. 


297299 


Seq. ID 


LIB3137-020-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4586103 


BLAST score 


292 


E value 


3.0e-26 


Match length 


73 


% identity 


71 


NCBI Description 


(AL04 9638) putative protein 


Seq. No. 


297300 


Seq. ID 


LIB3137-020-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


662 


E value 


1.0e-69 


Match length 


140 


% identity 


89 


NCBI Description 


PEPT I DYL- PROLYL CIS-TRANS I! 



(ROTAMASE) 



(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 



41690 



>gi_68408_j>ir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 . (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 


297301 


beq. ID 


Llbol J /~U__U-yi-J\l~r o 


Method 


BLASTX 


NCBI GI 


-,01 _rr\i t ft 

. gzloUl /U 


oiiAoi score 


iy 3 


E value 


1 . Oe-14 


Match length 


81 


% identity 


DO 


NCBI Description 


vAuuuuijZ; no aennition line iouna _/\rau 


Seq. No. 


297302 


Seq. ID 


LIB3137-020-Q1-K1-F6 


Method 


nT TV nmv — 

BLASTX 


NCBI GI 


gzyyouyo 


BLAST score 


O 1 "5 

273 


E value 


c n — o a 
D . ue-__4 


Match length 


140 


% identity 


42 


NCBI Description 


(AFUJUol/) translation elongation ractor- 




alpha [Oryza sativa] 


Seq. No. 


297303 


Seq. ID 


LIB3137-020-Q1-K1-H1Z 


Method 


BLASTX 


NCBI GI 


__,jiftm_T^_7 

g4097565 


BLAST score 


1 fZ 


E value 


6. 0e-18 


Match length 


65 


% identity 


_C A 


NCBI Description 


(Ub4yzU) ATGro [AraDiaopsis tnaiianaj 


Seq. No. 


297304 


Seq. ID 


LIB3137-021-Q1-K1-B10 


Method 


TTi T TV f~» m 

BLASTX 


NCBI GI 


gl619602 


BLAST score 


323 


E value 


5.0e-30 


% jr 1_ 1 -» ___.__X.1_ 

Match length 


90 


Q_ _! __J __. 4. J ^ # _ 

% identity 


_co 


wobi Description 


(iUo/__o; Mtwj LMeaicago truncatuiaj 


oeq. no. 


0 Ql "5 0, R 


Seq. ID 


LIB3137-021-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4210330 


BLAST score 


322 


E value 


8.0e-30 


Match length 


97 


% identity 


65 


NCBI Description 


(AJ223802) 2-oxoglutarate dehydrogenase, 3 




[Arabidopsis thaliana] 



Seq. No. 



297306 



41691 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3137-021-Q1-K1-F11 
BLASTX 
gll2994 
274 

2.0e-24 

82 

71 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091 jprf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297307 

LIB3137-021-Q1-K1-F5 

BLASTX 

gl20670 

235 

7.0e-20 

81 

59 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 

297308 

LIB3137-021-Q1-K1-H1 . 

BLASTX 

g2190550 

218 

1.0e-17 

94 

53 

(AC001229) ESTs gb_T45673, gb_N37512 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
,E value 
Match length 
% identity 
NCBI Description 



297309 

LIB3137-021-Q1-K1-H8 

BLASTX 

gl346109 

302 

1.0e-27 

88 

70 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA07404_ (D38231) 
RWD [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297310 

LIB3137-022-Q1-K1-B7 

BLASTX 

g2984709 

522 

3.0e-53 
99 



41692 



% identity 

NCBI Description 

Seq. No.. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 ~ . 

(AF053468) Dha J- related-protein ZMDJl [Zea mays] ./ 

297311 

LIB3137-022-Q1-K1-C3 

BLASTX 

g4512615 

208 

2.0e-16 

52 

81 

(AC004793) Strong similarity to gb_X59970 3-isopropylmalate 
dehydrogenase ( IMDH) from Brassica napus. EST gb_F14478 
comes from this gene. [Arabidopsis thaliana] 

297312 

LIB3137-022-Q1-K1-C4 

BLASTX 

g3450842 

296 

8.0e-27 

91 

57 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

297313 

LIB3137-022-Q1-K1-C6 

BLASTN 

gl8963 

146 

2.0e-76 

222 

91 

Z.mays mRNA for dehydrin (dhn3) 
297314 

LIB3137-022-Q1-K1-D12 

BLASTX 

g2500959 

449 

1.0e-44 

111 

76 

ALANYL-TRNA SYNTHETASE (ALANINE — TRNA LIGASE) (ALARS) 
>gi_1653611_dbj_BAA18523_ (D90915) alanyl-tRNA synthetase 
[Synechocystis sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297315 

LIB3137-022-Q1-K1-H9 

BLASTX 

gl373209 

174 

2.0e-12 

94 

49 

(U53855) prostacyclin synthase [Rattus norvegicus] 



41693 



Seq. No. ' • 

Seq. ID * 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.2*97316 

LIB3137-023-Q1-K1-A12 

BLASTX 

g4337174 

271 

4.0e-24 

104 

52 

(AC0064 
homolog 
gb_U327 



16) Similar to gi_1573829 HI 081 6 aminopeptidase P 

(pepP) from Haemophilus influenzae genome 
64. [Arabidopsis thaliana] 



297317 

LIB3137-023-Q1-K1-C2 

BLASTX 

g3334756 

292 

2.0e-26 

117 

53 

(Y16672) putative arginine/serine-rich splicing factor 
[Medicago sativa]- 

297318 

LIB3137-023-Q1-K1-C5 

BLASTX 

g400578 

214 

4.0e-17 
86 

47 . 

NADH-UBIQUINONE OXIDOREDUCTASE 18 KD SUBUNIT PRECURSOR 
(COMPLEX 1-18 KD) (CI-18 KD) (COMPLEX I-AQDQ) (CI-AQDQ) 

>gi_346531_pir S28240 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain CI-18 (IP) - bovine >gi_226_emb_CAA44 900_ 
(X63215) NADH. dehydrogenase [Bos taurus] 

297319 

LIB3137-023-Q1-K1-C8' 

BLASTN 

g342631 

46 

4.0e-17 

110 

85 

Maize mitochondrial F- 



1-ATPase subunit-2 mRNA, complete cds 



297320 

LIB3137-023-Q1-K1-D3 

BLASTX 

g2425066 

237 

7.0e-20 

126 

51 

(AF019147) 



cysteine proteinase Mir3 [Zea mays] 



41694 



Seq. No. ■ 

Seq. It) 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297321/ . . . s - 
■:LIB3137-'Q23-Q1-K1-D5 ' " ' - . - 
BLASTX 
g633110 
256 

5.0e-31 

126 

63 

(D31843) plasma membrane H+-ATPase ■ [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297322 

LIB3137-023-Q1-K1-E1 

BLASTX 

g4115379 

158 

3.0e-ll 

62 

53 

(AC005967) putative carbonyl reductase [Arabidopsis. 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297323 

LIB3137-023-Q1-K1-E9 

BLASTX 

gl31772 . 

197 

9.0e-20 

90 

68 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 (clone MCH1) 

maize 



Seq. No. 


297324 • 


Seq. ID 


LIB3137-023-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3688398 


BLAST score 


310 


E value 


2.0e-28 


Match length 


118 


% identity 


58 


NCBI Description 


(AJ006358) ascorbate peroxidase [Hordeum vulgare] 


Seq. No. 


297325 


Seq. ID 


LIB3137-023-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4580461 


BLAST score 


310 


E value 


5.0e-29 


Match length 


73 


% identity 


79 


NCBI Description 


(AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 297326 

Seq. ID LIB3137-023-Q1-K1-H2 

Method BLASTX 



41695 



NCBI GI 

.BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



gll74391 

257 ,>;•-. ,: r , , . 

3.0e-22 ' ' ' 

119 

39 

SUPEROXIDE DISMUTASE 3.4 PRECURSOR (MN) 

>gi_539066_pir B48684 superoxide dismutase 

(Mn) 3.2 precursor - maize 



(EC 1.15.1.1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297327 

LIB3137-023-Q1-K1-H3 

BLASTX 

g4186184 

148 

2.0e-09 
34 

74 ' 

(AF111168) unknown [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297328 

LIB3137-024-Q1-K1-A12 

BLASTX 

g3264596 

209 

6.0e-17 

62 

74 

(AF057183) putative tonoplast aquaporin [Zea mays] 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297329 

LIB3137-024-Q1-K1-A7 

BLASTX 

g3885882 

191 

1.0e-14 
81 

53 ■ 
(AF093629) inorganic pyrophosphatase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297330 

LIB3137-024-Q1-K1-C12 

BLASTX 

g3163946 

525 

1.0e-53 

109 

90 

(AJ005599) alpha-tubulin 1 [Eleusine indica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297331 

LIB3137-024-Q1-K1-C7 

BLASTN 

g2921303 

166 

2.0e-88 

286 

90 



41696 



NCBI Description Zea mays herbicide safener binding protein (SBP1) niRNA, 
- Complete cds 



Seq. No. 


297332 


Seq. ID 


LIB3137-024-Q1-K1-D9 


Method 


DT ZVCTM 


JNCBI bl 


« OQ70QC 


BLAST score 


/ 0 


E value 


ft d^-^r 


Match length 


1 io 
UZ 


% identity 


Q Q 


jncdi uescripuion 


6 •Ulayb 1 W JIND1JJ IUi\LNra 1UI UlNri JJlIlUliiy JJIULclH 


Seq. No. 


297333 


Seq. ID 


LIB3137-024-Q1-K1-F1 


Method 


DT 2VQTY 


NCbl bl 


gzoozoyo 


BLAST score 


loo 


E value 


z . ue~iu 


Match length 


1 1 o 

llo 


% identity 




NCBI Description 


/AT H O 1 T 1 Q\ ni 1 4- -5 -f- t tto v\ v* /*» ^ •! t"» f A v -) V> t /-\ t~\ c "1 o f ha 1 i anal 

lAiiUZi/ij) putative protein L^^i^opsis unaiianaj 


Seq. No. 


/ jj4 


Seq. ID 


T TOOT n O il VI TT A 

Llbolo / — Uz4— yi-rvl-r 4 


Method 


BLASTX 


NCBI GI 


g729773 


dj_i/\oi score 


Z lo 


E value 


1 . ue-i / 


Matcn lengtn 


DO 


* T T 4~ I T 

t6 luenLlLy 


Oft 


NCBI Description 


HhiAl bnULK fALlUK rKUliijlN 1 (nor 1) {niLAL oriUUJx 




IKANoLKlr 1 1UN rALlUK 1J [Hole 1; ->gi 4Z:?100 eiuD 




IA/DJ.O// neat snocK ractor LHiaDiaupsis tna.xica.ncij 


Seq. No. 


297335 


Seq. ID 


LIB3137-024-Q1-K1-F6 


Metnoa 


"dt a c rnv 
dJjAo i A 


JNbol bl 


gzynu / o 


DiiAoi score 


/I C >l 

404 


Cj Value 


O « US 4 3 


Match length 


141 


% identity 


oo 


iNboi uescripuion 


\t\±j\j £ ±yo\j ) putative protein [niauiuopois tna.iia.naj 


Seq. No. 


297336 


Seq. ID 


LIB3137-024-Q1-K1-F8 


Metnoa 


DT TVOTV 

bli/io 1 A 


MPRT (IT 
IN ^ D J. O X 


rr^^SS7ftn 


BLAST score 


220 


E value 


6.0e-18 


Match length 


83 


% identity 


57 


NCBI Description 


(AJ004997) expansinl8 [Lycopersicon esculentum] ^ 


Seq. No.. 


297337 


Seq. ID 


LIB3137-024-Q1-K1-G9 



41697 



If] 



Method 

NCBI .GI. 

BLAST" score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq.- ID 
Method 



BLASTX 

gl706260 

317 ' 

2.0e-29 

60 

97 

CYSTEINE PROTEINASE 
cysteine proteinase 



1 PRECURSOR >gi_2118131_pir S59597 

1 precursor - ma:ize 



>gi_64-3597_dbj_BAA08244_ (D45402) cysteine proteinase [Z£a 
mays] 

297338 

LIB3137-024-Q1-K1-H1 

BLASTX 

g2244915 

213 

5.0e-17 

122 

35 

(Z97339) strong homology to reverse transcriptase 
[Arabidopsis thaliana] 

297339 

LIB3137-024-Q1-K1-H3 
BLASTX 

gl32724 ■ ■ 

198 

2.0e-15 

50 

74 

SOS RIBOSOMAL PROTEIN L18 >gi_71259j?ir R5BS8F ribosomal 

protein L18 - Bacillus stearothermophilus 

297340 

LIB3137-027-Q1-K1-B11 j 

BLAST N 

g3004949 

58 

5.0e-24 

94 

90 

Zea mays tonoplast intrinsic protein (ZmTIPl) mRNA, 
complete cds 

297341 

LIB3137-027-Q1-K1-C10 

BLASTX 

gl665867 

178 

1.0e-22 

105 
53 

(Y09123) aspartic proteinase [Centaurea calcitrapa] 
297342 

LIB3137-027-Q1-K1-D3 
.BLASTX 



41698 



NCBI GI 
^BLAST score- A 
*E value 
Match length 
% identity 
NCBI Description 

Seq. No.- 

Seq. ID 

Method " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4.432856 
183 

1.0e-13 "* 

95 

46 

(AC006300) 



putative 2A6 protein [Arabidopsis thaliana] 



297343 

LIB3137-027-Q1-K1-E10 

BLASTX 

gll3621 

250 

4.0e-35 

100 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays]' 



Seq. No. 


297344 


Seq. ID 


LIB3137-027-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4587577 


BLAST score 


142 ' • . ' 


E value 


9.0e-09 


Match length 


54 


% identity 


46 


NCBI Description 


(AC006550) F10O3.17 [Arabidopsis thaliana] 


Seq. No. 


297345 


Seq. ID 


LIB3137-027-Q1-K1-E4 


Method 


BLASTX 


NCBI GI. 


g2598575 


BLAST score 


181 


E value 


2.0e-13 


Match length 


110 


% identity 


37 


NCBI Description 


(Y15293) MtN21 [Medicago truncatula] 


Seq. No. 


297346 


Seq. ID 


LIB3137-027-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g710626 


BLAST score 


154 


E value 


2.0e-10 


Match length 


41 


% identity 


59 


NCBI Description 


(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 




(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 




thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidops 




thaliana] 


Seq. No. 


297347 


Seq. ID - 


LIB3137-027-Q1-K1-H2 



41699 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 
g2182267 . 
407 

6.0e-40 

115 

71 

(L37359) lipoxygenase [Hordeum vulgare] 
297348 

LIB3137-027-Ql-Klr-H7 
BLASTN. 
•g22312 
37 

2.0e-ll 

49 

94 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 

297349 

LIB3137-028-Q1-K1-A5 

BLASTX 

g4056432 

553 

6.0e-57 

142 

70 

(AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

297350 . 

LIB3137-028-Q1-K1-A7 

BLASTN 

gll957 

221 

1.0e-121 

261 

48 

Rice complete chloroplast genome 
297351 

LIB3137-028-Q1-K1-C10 

BLASTX 

g2702281 

227 

6.0e-19 

72 

60 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

297352 

LIB3137-028-Q1-K1-E8 

BLASTX 

g2160690 



41700 



BLAST score 251 ,,v 

E value 1.0e-21 

Match length 71. 

% identity 59 

NCBI Description (U73526) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 

Seq. No. 297353 

Seq. ID LIB3137-028-Q1-K1-G7 

Method BLASTX 

NCBI GI g2952328 

BLAST score 305 

E value 7.0e-28 

Match length 83 

% identity 72 

NCBI Description (AF049889) 1-aminocyclopropane-l-carboxylate oxidase [Oryza 
sativa] 

Seq. No. 297354 

Seq. ID LIB3137-029-Q1-K1-A7 

Method . BLASTX 

NCBI GI g2462832 

BLAST score 290 

E value 4.0e-26 

Match length 113 

,% identity 53 

NCBI Description (AF000657) similar to Bacillus CotA [Arabidopsis thaliana] 

Seq. No. 297355 

Seq. ID LIB3137-029-Q1-K1-B4 

Method BLASTX 

NCBI GI g3236253 

BLAST score 387 

E value 2.0e-37 

Match length 134 

% identity 54 

NCBI Description (AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 

Seq. No. 297356 

Seq. ID LIB3137-029-Q1-K1-B8 

Method BLASTX 

NCBI GI g3337367 

BLAST score 204 

E value 3.0e-16 

Match length 87 

% identity 54 

NCBI Description (AC004481) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 297357 

Seq. ID LIB3137-029-Q1-K1-C10 

Method BLASTX 

NCBI GI gl36640 

BLAST score 195 

E value 6.0e-15 

Match length 86 

% identity 55 



41701 



NCBI Description UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
- LIGASE) (UBIQUITIN -CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 





Seq. No. 


297358 




Seq. ID 


LIB3137-029-Q1-K1-F11 




Method 


BLASTN 




NCBI GI 


gl504051 




BLAST score 


51 




E value 


o.Oe-zu / . 




Match length 


249 




% identity 


81 




NCBI Description 


Zea mays mRNA for Calcium-dependent protein kinase, 






complete cds 




Seq. No. 


o m o a ft 

297359 




Seq. ID 


LIB3137-029-Q1-K1-F4 




Method 


BLASTX 




NCBI GI 


g2804280 




BLAST score 


242 




E value 


2 . Oe-20 


yl 


Match length 


122 


yy 


% identity 


43 




NCBI Description 


(AB003687) 6-4 photolyase [Arabidopsis thaliana] 






>gi 392 9918_cLbj_BAA34711_ (AB017331) 6-4 photolyase 


O 




[Arabidopsis thaliana] 


m 


Seq. No. 


297360 


s 


Seq. ID 


LIB3137-029-Q1-K1-F6 




. Method 


BLASTX 




NCBI GI 


gl504052 


jj ! 


BLAST score 


278 




E value 


1.0e-24 


™ 

U 


Match length 


113 




% identity 


57 


%=£ 


NCBI Description 


(D87042) Calcium- dependent protein kinase [Zea mays] 




Seq. No. 


297361 




Seq. ID 


LIB3137-029-Q1-K1-G7 




Method 


BLASTX 




NCBI GI 


g2827619 




BLAST score 


257 




E value 


2.0e-22 




Match length 


87 




% identity 


62 




NCBI Description 


(AL021636) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297362 

LIB3137-030-Q1-K1-E6 

BLASTX 

g4126809 

394 

3.0e-38 

89 

46 

(AB017042) glyoxalase 



I [Oryza sativa] 



41702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297363 

LIB3137-030-Q1-K1-F7 . 

BLASTX 

gl706965 

145 

1.0e-09 

61 

49 

(U60754) delta-24-sterol methyltransf erase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297364 

LIB3137-030-Q1-K1-H6 

BLASTX 

gll5815 

468 

4.0e-47 

112 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) ~{LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b. binding protein [Zea mays] 

297365 

LIB3137-032-Q1-K1-A9 

BLASTX 

g2673947 

259 

2.0e-22 

119 

27 

(U62931) multidrug resistance protein 1 [Aspergillus 
flavus] >gi_2673949 (U62932) multidrug resistance protein 1 
[Aspergillus flavus ] 

297366 

LIB3137-032-Q1-K1-C9 

BLASTX 

g3522937 

354 

1.0e-33 

116 

54 

(AC004411) unknown protein [Arabidopsis thaliana] 
297367 

LIB3137-033-Q1-K1-A10 

BLASTX 

gl574938 

209 

6.0e-17 

68 

63 

(U34726) superoxide dismutase 4 [Zea mays] 



41703 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297368 

LIB3137-033-Q1-K1-A7 - ' 

BLASTX 

gll5786 

390 

6.0e-38 

92 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCIP.TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA684 51_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 


297369 


Seq. ID 


LIB3137-033-Q1-K1-B2 


Method 


BLAST N 


NCBI GI 


g3955072 


BLAST score 


105 


E value 


5.0e-52 


Match length 


235 


% identity 


85 


NCBI Description 


Zea mays PHYT II gene for acidic phytase 


Seq. No. 


297370 


Seq. ID 


LIB3137-033-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g542157 


BLAST score 


141 


E value 


9.0e-09 


Match length 


31 


% identity 


84 


NCBI Description 


ribosomal 5S RNA-binding protein - Rice 


Seq. No. 


297371 


Seq. ID 


LIB3137-033-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl519249 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


58- 


% identity 


62 


NCBI Description 


(U65956) GF14-b protein [Oryza sativa] 


Seq. No. 


297372 


Seq. ID 


LIB3137-033-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl346735 


BLAST score 


169 


E value 


5.0e-12 


Match length 


73 


% . identity 


48 


NCBI Description 


2, 3-BISPH0SPH0GLYCERATE-INDEPENDENT PHOSPHOGLYCERATE 



(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_1076562j?ir S49647 phosphoglycerate mutase (EC 

5.4.2.1) - castor bean >gi_474170_emb_CAA4 9995_ (X70652) 
phosphoglycerate mutase [Ricinus communis] 



41704 



Seq. No. 


297373 


Seq. ID . 


LIB3137-033-Q1-K1-F11 - 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


378 


E value 


2 . Oe-36 


Match length 


85 


% identity 


88 


NCBI - Description 


(AFUJ4 94D) glycine-rich RNA binding protein [Zea ] 


Seq. No. 


297374 


Seq. ID 


LIB3137-033-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


— c c n n n 

goo009 


BLAST score 


235 


E value 


8.0e-22 


Match length 


68 


% identity 


82 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (EC 1.2. 




cytosolic - maize >gi_22238_emb_CAA30151_ (X07156 




/7\7\ 1 OOTI r n _ _ . _ 1 

(AA 1-337) [Zea mays] 


Seq. No. 


297375 


Seq. ID 


LIB3137-033-Q1-K1-G9 


Method . 


BLASTX 


NCBI GI 


gl70033 


BLAST score 


383 


E value 


5.0e-37 


Match length 


108 


% identity 


64 


NCBI Description 


(L00353) uncase II subunit [Glycine max] 


Seq. No. 


297376 


Seq. ID 


LIB3137-035-Q1-K1-A12 


Method 


BLASTN 


lip j-\ T f T 

NCBI GI 


g22354 


BLAST score 


42 


E value 


1.0e-14 


Match length 


70 


% identity 


91 


NCBI Description 


Zea mays L. mRNA for light-harvesting chlorophyll 




binding protein 


Seq. No. 


297377 


Seq. ID 


LIB3137-035-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g3135542 


BLAST score 


71 


E value 


1.0e-31 


Match length 


87 


% identity 


95 


NCBI Description 


Oryza sativa aquaporin (PIP2a) mRNA, complete cds 


Seq. No. 


297378 


Seq. ID 


LIB3137-035-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4539422 



.12) C, 
GADPH 



41705 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 

7.0e-09 • " • V - 

67 

46 

(AL049171) putative protein [Arabidopsis thaliana] 
297379 

LIB3137-035-Q1-K1-C7 

BLASTX 

gl21631 

225 

1.0e-18 

69 

61 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 



Seq. No. 


297380 


Seq. ID 


LIB3137-035-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2921304 


BLAST score 


328 


E value 


8.0e-31 


Match length 


91 


% identity 


77 


NCBI Description 


(AF0334 96) herbicide safener 


Seq. No. 


297381 


Seq. ID 


LIB3137-035-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gJUoU4 J9 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


54 


% identity 


57 


NCBI Description 


(AL022605) putative protein 


Seq. No. 


297382 


Seq. ID 


LIB3137-035-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g2655030 


BLAST score 


241 


E value 


1.0e-133 


Match length 


269 


% identity 


97 


NCBI Description 


Zea mays starch synthase iso; 




complete cds 


Seq. No. 


297383 


Seq. ID 


LIB3137-035-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl34598 


BLAST score 


446 


E value 


2.0e-44 


Match length . 


84 



41706 



% identity 

NCBI Description. 



98 

SUPEROXIDE DISMUTASE-4AP (CU-ZN) 



Seq. No. 297384 

Seq. ID LIB3137-035-Q1-K1-H2 

Method BLASTX 

NCBI GI g3128206 

BLAST score 423 

E value 8.0e-42 

Match length 108 

% identity 70 

NCBI Description (AC004077) unknown protein [Arabidopsis thaliana] 

Seq. No. 297385 

Seq. ID LIB3137-035-Q1-K1-H3 

Method BLASTX 

NCBI GI g2431769 

BLAST score 178 

E value 3.0e-13 

Match length 68 

% identity -. 59 

NCBI Description' (U62752) acidic ribosomal protein Pla [Zea mays] 

Seq. No. 297386 

Seq. ID LIB3137-035-Q1-K1-H5 

Method BLASTX 

NCBI GI g2425066 

BLAST score 155 

E value 4 . 0e-15 

Match length 73 

% identity 66 

NCBI Description (AF019147) cysteine proteinase Mir3 [Zea mays] 

Seq. No. 297387 

Seq. ID LIB3137-035-Q1-K1-H8 

Method BLASTX 

NCBI GI gl498597 

BLAST score 228 

E value 4.0e-19 

Match length 75 

% identity 64 

NCBI Description (U66105) phospholipid transfer protein [Zea mays] 

Seq. No. 297388 

Seq. ID LIB3137-036-Q1-K1-A11 

- Method BLASTX 

NCBI GI g2244749 

BLAST score 395 

E value 2.0e-38 

Match length 107 

% identity 70 

NCBI Description (Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 

Seq. No. 297389 

Seq. ID LIB3137-036-Q1-K1-B11 

Method BLASTN 

NCBI GI g3452297 



41707 



BLAST score 
E value * 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

3.0e-23 . . " ■ v 
138 ■ 
88 

Zea mays retrotransposon Ji-4 5' 



LTR, partial sequence 



297390 

LIB3137-036-Q1-K1-D12 

BLASTX 

gl653626 

153 

4.0e-10 

90 

36 

(D90915) hypothetical protein [Synechocystis sp.] 
297391 

LIB3137-036-Q1-K1-G10 

BLASTX 

gl34598 

207 

1.0e-16 

64 

70 

SUPEROXIDE DI SMUTASE- 4 AP (CU-ZN) 
297392 

LIB3137-038-Q1-K1-B11 

BLASTX 

g4335745 

214 

3.0e-17 

115 

42 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 


297393 


Seq. ID 


LIB3137-038-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g479386 


BLAST score 


150 


E value 


3.0e-12 


Match length 


65 


% identity 


63 


NCBI Description 


isocitrate dehydrogenase - 


Seq. No. 


297394 


Seq. ID 


LIB3137-038-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2499608 


BLAST score 


260 


E value 


2.0e-27 


Match length 


105 


% identity 


64 


NCBI Description 


MITOGEN-ACTIVATED PROTEIN : 



- soybean 



4 (MAP KINASE 4) 



41708 



(ATMPK4) >gi_2129645_pir S40470 mitogen-activated protein 

kinase 4 (EC 2.7. 1.-) - Arabidopsis tha'liana 
>gi_457400_dbj_BAA04867_ (D21840) MAP kinase [Arabidopsis 
thaliana] 



oeq. wo. 


y i oy o 


oeq. xu 


T TQ"31 — H ^ Q _A1 _W1 


Metnoa 


QT 7V OTV 




gXDDDDO / 


BLAST score 


lob 


E value 


1 . Ue-11 


Matcn lenycn 




% identxty 




XI C** D X r*\ « o y™» "k* t y\ +* i « 

tsi uescripLion 


\£o*ix/y; on lmus muscuxusj 


Seq. No, 


297396 


beg* ijj 


JjlDOlO / — U Jo~vl — J\l — CjX 


Method 


DT TV O m X7 

dXiAo IN 


Wool bl 


gz boo / jy 


d1i/\o i score 


y o 


E value 


^ . Ue-4 b 


Match length 


loO 


$ laenrity 


Q Q 

o o 


MPRT n^Qpri nt 1 "i on 


7oa m a\7c franc! af i rtn i n 1 f i at" 
6ca utayo LiailolaLlUll 1x11 Lla L, 




complete cds 


Seq. No. 


297397 


Seq. ID 


LIB3137-038-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl086833 


BLAST score 


144 


E value 


5.0e-09 


Match length 


96 


% identity 


31 



G0S2 (TIF) mRNA, 



NCBI Description 



(U41264) coded for by C. elegans cDNA CEESN26F; coded for 
by C. elegans cDNA CEESI89F; similar to 60S acidic 
ribosomal protein Po (L10) [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297398 

LIB3137-038-Q1-K1-G10 

BLASTX 

gl203832 

176 

6.0e-13 

98 

41 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297399 

LIB3137-038-Q1-K1-G6 

BLASTN 

gl8963 

219 

1.0e-120 
246 



41709 



% identity 

NCBI Description 



98 

Z.mays mRNA for dehydrin (dhn3) 



Seq. No. 


297400 


Seq. ID 


LIB3137-038-Q1-K1-H11 


Method 




NLoi bl 


gzz y jo oo 


BLAST score 


Job 


£i value 


z . ue j / 


Match lengtn 


iuy 


% identity 


It. - 


iNL^ox uescription 




Seq. No. 


297401 


Seq. ID 


LIB3137-039-Q1-K1-C8 


Method 


oliAo 1 A 


MPDT C T 

NCbl bl 


gzyo4 /uy 


BLAST score 




E value 


y . ue~ zo 


Matcn lengtn 


/o 


% identity 


*7 >1 * 

/4 


inudi uescripuion 


/ 7\ TP a Q *3 4 £ Q \ rina T-rol af orl nrnfain 7MH T1 F 7oa m auo 1 
inf U J OO / Ullau reiaLcQ prOLcin iilrlUu 1 L Uldyo J 


oeq. no. 


z y / 4 uz 


Seq. ID 


LIB3137-039-Q1-K1-D4 


Method 


BLASTX 


NbDl bl 


T5*7 17Q 

g4 / 1 / y 


BLAST score 


1 Q Q 

loo 


E value 


"3 Art 1 A 

o.Ue-14 


Watcn lengtn 


04 


% identity 


DO 


NCBI Description 


(ACUUo4io; inis gene is continued on tne o ena or ml 




iizMifi. [iuraoiQopsis unaiianaj 


oeq. no. 


9 Q7 /im 


Seq. ID 


LIB3137-040-Q1-K1-A11 


Method 


BLASTN 


MPDT PT 

JnLdI bl 


g^yziouo 


BLAST score 


o an 


E value 


i . ue-iio 


fjaucn leng tn 


ju y 


% identity 


1 aa 
1UU 


Nbbi Description 


Zea mays herbicide safener binding protein (SBP1) niRNA, 




coinpiete cas 


oeq. wo. 


z y / 4 U4 


Seq. ID 


LIB3137-040-Q1-K1-A8 


Method 


BLASTX 


MPDT (IT 




BLAST score 


403 


E value 


3.0e-39 


Match length 


97 


% identity 


73 


NCBI Description 


(AC002409) putative ubiquitin protease [Arabidopsis 




thaliana] 


Seq. No. 


297405 



41710 



Seq. ID 


LIBolo /-U4U-Q1-K1-B1U 




Method 


"DT 7V OT>V 

dLAoTX ; . , 




NCBI* GI 


gl403675 




BLAST score 


493 




E value 


7.0e-50 




Match length 


136 




% identity 


74 




NCBI Description 


(U41323) beta-1, 3-glucanase [Glycine max] 


Seq. No. 


297406 " 




Seq. ID 


LIB3137-040-Q1-K1-B12 




Method 


BLASTX 




NCBI GI 


g585963 




BLAST score 


260 




E value 


1.0e-22 




Match length 


69 




% identity 


77 




NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 


SUBUNIT 


Seq. No. 


297407 




Seq.. ID 


LIB3137-040-Q1-K1-B8 




Method 


BLASTX 




NCBI GI 


g3337356 




BLAST score 


206 




E value 


2.0e-16 




\ £ 1 1 T _ J_ t_ 

Match length 


71 




% identity 


56 




NCBI Description 


(AC004481)' putative protein transport 


protein 




subunit [Arabidopsis thaliana] 




Seq. No. 


297408 




Seq. ID 


LIB3137-040-Q1-K1-B9 




Method 


BLASTX 




NCBI GI 


g4097880 




BLAST score 


154 




E value 


4.0e-21 




Match length 


115 




% identity 


57 




NCBI Description 


(U708 66) polyprotein [Bean pod mottle 


virus] 


Seq. No. 


297409 




Seq. ID 


LIB3137-040-Q1-K1-C11 




Method 


BLASTX 




NCBI GI 


g4097880 




BLAST score 


265 




E value 


2.0e-23 




Match length 


92 




% identity 


61 




NCBI Description 


(U70866) polyprotein [Bean pod mottle 


virus] 


Seq. No. 


297410 




beq. lu 


LIB3137-040-Q1-K1-C8 




Method 


BLASTN 




NCBI GI 


g2773153 




BLAST score 


99 




E value 


3.0e-48 




Match length 


219 





41711 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

297411 

LIB3137-040-Q1-K1-F11 

BLASTX 

g2239083 

166 

2.0e-ll 

108 

40 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087_emb_CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl /benzoyl transferase 
[Dianthus caryophyllus] 

297412 

LIB3137-040-Q1-K1-G12 

BLASTX 

g541943 

202 

9.0e-16 

39 

90 

metallothionein - soybean >gi_228 682_prf 1808316A 

metallothionein-like protein [Glycine max] 

297413 

LIB3137-040-Q1-K1-H10 

BLASTX 

g4262183 

158 

9.0e-ll 

61 

51 

(AC005508) 51434 [Arabidopsis thaliana] 
297414 

LIB3137-041-Q1-K1-C2 

BLASTX 

g2829912 

222 

3.0e-18 

57 

74 

(AC002291) 
thaliana] 



Similar ATP-dependent RNA Helicase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297415 

LIB3137-041-Q1-K1-C5 

BLASTX 

g4008159 

274 

3.0e-24 

70 

76 



41712 



NCBI Description 



(AB015601j : * DnaJ homolog [Salix gilgiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297416 

LIB3137-041-Q1-K1-C9 

BLASTX 

g4325282 

186 

3.0e-14 

69 

52 - 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297417 

LIB3137-041-Q1-K1-D12 

BLASTX 

gl524115 

285 

1.0e-25 

111 

49 

(X95270) subtilisin-like endoprotease [Lycopersicon 
esculentum] >gi_4200334_emb_CAA76724_ (Y17275) P69A protein 
[Lycopersicon esculentum] 



Seq. No. 


297418 


Seq. ID 


LIB3137-041-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2655888 


BLAST score 


268 


E value 


9.0e-24 


Match length 


94 


% identity 


50 


NCBI Description 


(AL009171) 62D9.a [Drosophila melanogast< 


Seq. No. 


297419 


Seq. ID 


LIB3137-041-Q1-K1-H9 


Method 


BLASTX- 


NCBI GI 


gl708236 


BLAST score 


259 


E value 


1.0e-22 


Match length 


65 


% identity 


75 


NCBI Description 


HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-< 



(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297420 

LIB3137-042-Q1-K1-H10 

BLASTX 

g626042 



41713 



BLAST score 


ft ft /I 

394 


E value . 


2.0e-38 


Match length 


97 


% identity 


80 


NCBI Description 


beta-glucosidase, root meristem (EC 3.2.1.-) precursor - 




maize >gi_435313_emb_CAA52293_ (X74217) beta-glucosidase 




[Zea mays] 


Seq. No. 


297421 


Seq. ID 


LIBol J /-U4 J-Q1-K1-C1U • 


Method 


BLASTX 


NCBI GI 


gll5771 


blaoI score 


con 


E value 


J . Oe-54 


Match length 


ITT 

11 / 


% identity 


86 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-1) (LHCP) >gi 82682_j)ir S04453 chlorophyll 




a/b-binding protein precursor - maize 




^ t ft ft ft ft ji i n n TOrtftrt / \f 1 ji 1 ft ji \ l—l i it _ / i i • . j j . 

>gi_22224_emb_CAA32900_ (X147 94) chlorophyll a/b-binding 




preprotein (AA l - ztz) [Zea mays J 


Seq. No. 


ft ft ~1 A ft *"\ 

297422 


Seq. ID 


LIB3 137-04 3-Q1-K1-D8 


Metnoa 


OT iip mv 

BLASTX 


NCBI GI 


gol/500 ' 


BLAST score 


1 A A 

14 4 


E value 


l.Oe-10 


Match length 


69 


% identity 


71 


NCBI Description 


(M87435) precursor of the oxygen evolving complex 17 kDa 




i t r r-r "1 • JI il Jt ft ft ft C ^ftft/~ftft/"Tl 1 j_ j_ -f t 

protein [Zea mays] >gi_444338_prf 1906386A photosystem II 




0E17 protein [Pisum sativum] 


Seq. No. 


297423 


Seq. ID 


LIB3137-043-Q1-K1-E11 


Method 


O T 7\ O rpv 

BLASTX 


NCBI GI 


gl619300 


BLAST score 


170 


E value 


3 . Oe-12 


Match length 


74 


% identity 


51 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


297424 


Seq. ID 


TTnOI^I ft. Jl O /ft "1 vl T-t ft 

LIB3137-04 3-Q1-K1-E2 


Metnoa 


o T 7\ o mv 

BLASTX 


NCBI GI 


g3403236 


BLAST score 


382 


E value 


6.0e-37 


Match length 


128 


% identity 




NCBI Description 


(AF071544) ribulose-1, 5-bisphosphate carboxylase/oxygenase 




small subunit N-methyltransf erase I [Spinacia oleracea] 


Seq. No. 


297425 


Seq. ID 


LIB3137-043-Q1-K1-F4 . 



41714 





Method 


qt TV frnv 

BLASTX 




NCBI GI . 


g4336747 




BLAST score 


322 




E value 


8.0e-30 




Match length 


130 




% identity 


55 




NCBI Description 


(AF104 924) unconventional myosin heavy chain [Zea mays 




Seq. No: 


297426 . . % 




Seq. ID 


LIB3137-043-Q1-K1-F5 




Method 


tit i\ p rnv 

BLASTX 




NCBI GI 


g4584548 




BLAST score 


430 




E value 


4 . 0e-4 3 




Match length 


104 




% identity 


83 




NCBI Description 


(AL04 9608) putative protein [Arabidopsis thaliana] 




Seq. No. 


297427 




Seq. ID 


LIB3137-044-Q1-K1-B / 


ys 


Method 


BLASTN 




NCBI GI 


gl518674 




BLAST score 


193 




E value 


1.0e-104 


3 


Match length 


264 




. % identity 


93, . r ; 




NCBI Description 


Zea mays beta^D-glucosidase (glul) gene, intron'10 


y » 




transposon 2, complete sequence 


s 

i : 


Seq. No. 


297428 




Seq. ID 


LIB3137-044-Q1-K1-B9 




Method 


BLASTX 


Mr 


NCBI GI 


g2668742 




BLAST score 


349 


Q 


E value 


3. 0e-33 


Q 


Match length 


81 




% identity 


85 




NCBI Description 


(AF034 945) glycine-rich RNA binding protein [Zea mays] 




Seq. No. 


297429 




Seq. ID 


LIB3137-044-Q1-K1-C3 




Method 


BLASTX 




NCBI GI 


gl00918 




BLAST score 


219 




E value 


6.0e-18 




Match length 


80 




% identity 


57 




NCBI Description 


RAB-17 protein ™ maize >gi_239236_bbs_66621 RAB-17 






protein=substrate for casein kinase 2 [Zea mays L.=mai: 






line W64 A, Peptide, 168 aa] 




■ 

Seq. No. 


297430 




Seq. ID 


LIB3137-044-Q1-K1-D7 




Method 


BLASTX 




NCBI GI 


g2109457 




BLAST score . 


152 




E value 


4.0e-10 



41715 



3 

JSCS. 

Li I 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 
47 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(AF001501) chitinase [Oryza sativa] 



297431 

LIB3137-044-Q1-K1-D9 

BLASTX 

g481031 

148 

7.0e-10 

45 

60 

transcription factor SF3 



- common sunflower 



297432 

LIB3137-044-Q1-K1-E9 

BLASTX 

g464707 

186 

4.0e-14 

76 

51 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

297433 

LIB3137-044-Q1-K1-F1 

BLASTX 

g3647355 

314 

6.0e-29 

115 

54 

(Z97348) predicted using hexExon; MAL3P1.12 <PFC0150w), 
Human hypothetical protein KIAA024 9-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA024 9 (SW: Y249_HUMA 

297434 

LIB3137-044-Ql-rKl-H5 

BLASTX 

g2827709 

235 

5.0e-20 



41716 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

(AL021684) predicted protein [Arabidopsis thaliana] 
297435 

LIB3137-045-Q1-K1-C1 

BLASTX 

g3549681 

334 

3.0e-31 

140 

46 

(AL031394) 
thaliana] 



male sterility 2-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297436 

LIB3137-045-Q1-K1-E11 

BLASTX 

g3080427 

206 

3.0e-16 

102 

45 

(AL022604) putative protein [Arabidopsis thaliana] 
297437 

LIB3137-045-Q1-K1-F10 

BLASTX 

g2109457 

385 

4.0e-37 

115 

66 

(AF001501) chitinase [Oryza sativa] 
297438 

LIB3137-045 1 Q1-K1-H9 

BLASTX 

g464987 

204 

3.0e-16 

57 

70 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14 991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

297439 

LIB3137-047-Q1-K1-C7 

BLASTX 

g2668742 

431 

1.0e-42 



41717 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



86 
99 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
297440 

LIB3137-047-Q1-K1-F4 

BLASTX 

g477226 

448 

6.0e-45 

87 

97 

heat shock protein HSP82 - maize >gi_300083_bbs_130886 
(S59780) HSP82=82 kda heat shock protein [Zea mays, 
seedling, leaves, Peptide, 715 aa] [Zea mays] 

297441 

LIB3137-047-Q1-K1-H3 

BLASTX 

g4539423 

432 

7.0e-43 

112 • .:• . 
73 

(AL04 9171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

297442 

LIB3137-047-Q1-K1-H6 

BLASTN 

g2921303 

195 

1.0e-106 

283 
93 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

297443 

LIB3137-04 9-Q1-K1-A11 

BLASTX 

g3551954 

172 

2.0e-12 

93 

40 

(AF082030) senescence-associated protein 5 [Hemerocallis 
hybrid cultivar] 

297444 

LIB3I37-04 9-Q1-K1-D2 

BLASTX 

g3024122 

487 

3.0e-49 - 

121 

79 



41718 



NCBI Description S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 

ADENOSYLTRANSFERASE 2) (ADOMET. SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 


297445 


don t n 
oeq. iu 


LID Jl J / (J*i-7 \£± I\l Ul 


Method 


DT ACTY 




QjZ JOO JJ 


Q T ACT crnro 


1 JO 


E value 


i Ho— i n 
i . ue iu 


Match length 


HZ 


t> luenuiLy 


JU 


in^di uescxxption 


/ flpn A 1 fi 4 Q \ A — r'on'm^t r*a f"P' PnB 1i rr^ q c» f Prjnn 1 iiq t* tpttiii 1 o i *5 1 
\ncv4iU4 3; *i ovjLiiiidJ. a lc • ^\Jtt. iiyaoc i itvj^jllx no licuiuxuxuco j 


Seq. No. 


297446 


Seq. ID 


LIB3137-04 9-Q1-K1-G3 




DiinO 1 A 




go / jZ y 


BLiAbi score 


104 


r* vaj-ue 


9 rio— 1 1 
z . ue 1 1 


Match length 


y o 


% identity 


4 1 


viK^a i uescivipt ion 


moniKrori ^ a 1 ant/1 ami n ririont" i Ha cd / TT 1 0 "3 4 11 0\ _ VophAn rhl P 
IIlcIlLUl dllc aldllyX aiuinupcpuiuaoc V £-i\~> j • 4 • 11 • ^ / Liouiici. xonxa 




coli 


Seq. No. 


297447 


oeq. iu 


t tr^i n^n— m — pm — m n 

Lil DO lO / "UDU J\l Blu 


Method 




NCBI bl 


g /zyo / 1 


bJjAoi score 


ZZ ± 


E value 


0 . ue-z o 


Marcn lengtn 


1 Q 
fO 


iB laentiuy 


O J 


nld! Description 


LI T O I 1 /"WITT UO A >n-r-J ^ TTCm /rinC199C^ K ■! o+-/-vi-»^ U O 7\ r 7aa moTT-el 

nloiUNcj nZA >gi 4 / jDUj vUUoZZjJ nlSLOne nZH. ItiQcL maysj 


Seq. No. 


297448 


oeq. iu 










gii I/O DO 


oLAoi score 


JJ 


E value 


z . ue - zz 


Matcn lengtn 


y j 


^ luentiuy 


0 y 




£j • Hid y O lUIMNrl lUi. J- J-JJVJotJlllClX ^lULClll u J -/ 


Seq. No. 


297449 


oeq. IU 


Liojij / uou yi rvi r y 


lid L11UU 




NCBI GI 


g2673918 


BLAST score 


198 


E value 


1.0e-15 


Match length 


57 


% identity 


72 


NCBI Description 


(AC002561) unknwon protein [Arabidopsis thaliana] 


Seq. No. 


297450 . 


Seq. ID 


LIB3137-050-Q1-K1-H12 



41719 



Method 


O T TV pmv 

BLASTX 


NCBI GI 


g2668742 


BLAST score 


421 


E value 


z . ue~4 i 


Match length 




% identity 




NCBI Description 


(AF034945) glycine— rich RNA binding protein 


Seq. No. 


297451 


beq. iu 


t Tmi *3 "7 _n _vi —in 
JjIdoIo / - UjU i\l n / 


Method 


BliASTX 


NCBI GI 


g3414817 


BLAST score 


206 


E value 


o . ue-zi 


Match length 


95 


% identity 


57 


NObi ue script ion 


iArUo4^i^; giODuiin— i L^ea mays suosp. mays 


Seq. No. 


297452 


beq. lu 




Me unoa 


DT 7A QTM 


NCBI GI 


g^Uzbo 


dJjAoi score 


D % 


E value 


1.0e-21 


Match length 


82 


% identity 


91 


NCBI Description 


O.sativa mRNA for lipoxygenase L-2 




>gi_2171696_dbj_E03480_E03480 cDNA encoding 




lipoxygenase L~3 


Seq. No. 


297453 


Seq. ID 


t tdti T7 ncc r\i vi ni n 
JjIdJio /-uoo-yi— J\1-U1U 


Method 


ni 7V CTV 
DlxAb 1 A 


NCBI GI 


go /Uzool 


BLAST score 


242 


E value 


2.0e-20 


Match length 


95 


% identity 


49 


NCBI Description 


(AC005397) putative desiccation protectant ] 




[Arabidopsis thaliana] 


Seq. No. 


297454 


beq. ID 


LIBolo /-U5 /-Ql-Kl-Al*: 


MetnOQ 




NCBI GI 


g4406759 


BLAST score 


171 


E value 


l . Oe-12 


Match length 


/5 


% identity 


51 


nubi Description 


(A^uuoojo) hypothetical protein [AraDiaopsu 


Seq. No. 


297455 


Seq. ID 


LIB3137-057-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3025299 


BLAST score 


152 


E value 


7.0e-10 



41720 



Match length 


122 


% identity 


30 


NCBI Description 


HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_208866Q 


(AF002109) ABC1 isolog [AraDiaopsis tnalianaj 


Seq. No. 


297456 


Seq. ID 


LIB3137-057-Q1-K1-FO 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


179 


E value 


3.0e-13 


Match length 


40 


% identity 


88 


NCBI Description 


(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays J 


Seq. No. 


297457 


Seq. ID 


LIB3137-057-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2498077 


BLAST score 


184 


E value 


7.0e-14 


Match length 


96 


% identity 


47 


NCBI Description 


NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE 


(PP18) >gi 1777930 (U55019) nucleoside diphosphate 




[Saccharum of f icinarum] 


Seq. No. 


297458 


Seq. ID 


TTOOIOT ACQ /"\ 1 vl nl O 

L1B313 /-Uoo-Qi-Kl-blz 


Method 


BLASTX 


NCBI GI 


gl23617 


BLAST score 


137 


E value 


1.0e-08 


Match length 


45 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



64 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_99707jpir JA0170 

heat shock protein 70-2 - Arabidopsis thaliana (fragment) 
>gi_166766 (M23106) heat shock protein HSP70-2 [Arabidopsis 
thaliana] 

297459 

LIB3137-058-Q1-K1-B7 

BLASTX 

g2127458 

210 

1.0e-16 

118 

37 

abcl protein - Mycobacterium leprae >gi_466965 (U00016) 
abcl; B1937_C3_233 [Mycobacterium leprae] 

297460 

LIB3137-058-Q1-K1-D5 

BLASTX 

g3367593 

165 

2*.0e-ll 



41721 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description ( 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54 
52 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi_3805841_emb_CAA214 61_ (AL031986) putative protein 
[Arabidopsis thaliana] 

297461 

LIB3137-058-Q1-K1-E12 

BLASTX 

g741983 

221 

3.0e-18 

73 

67 

sucrose synthase: IS0TYPE=2 [Zea mays] 
297462 

LIB3137-058-Q1-K1-E5 

BLASTX 

g4335745 

366 

5.0e-35 

131 

50 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active -site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

297463 

LIB3137-058-Q1-K1-F10 

BLASTX 

gl351136 

150 

5.0e-ll 

62 
66 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_514946 (L22296) UDP-glucose: D-f ructose 
2-glucosyl-transferase [Zea mays] >gi_533252 (L33244) 
sucrose synthase 2 [Zea mays] 

297464 

LIB3137-058-Q1-K1-F4 

BLASTX 

g3047111 

276 

1.0e-24 

69 

57 

(AF058919) No definition line found [Arabidopsis thaliana] 
297465 

LIB3137-058-Q1-K1-G4 

BLASTX 

g4158230 

218 

4.0e-18 



41722 



Match length 0 
% identity '^V 
NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



48 

-88 

(Y18625) amylogenin [Triticum aestivum] 
297466 

LIB3137-059-Q1-K1-A1 

BLASTX 

g!169383 

232 

2.0e-23 

63 

85 

DNAJ PROTEIN HOMOLOG ATJ >gi_535588 (L36113) putative 

[Arabidopsis thaliana] >gi_1582356_prf 2118338A AtJ2 

protein [Arabidopsis thaliana] 

297467 

LIB3137-059-Q1-K1-C12 

BLASTX 

g283038 

337 

5.0e-36 

101 

79 

chlorophyll a/b-binding protein (cab-m7) precursor - maize 
>gi_22230_emb_CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein- [Zea mays] 

297468 

LIB3137-059-Q1-K1-D11 

BLASTX 

g710626 

154 

4.0e-10 

68 

49 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 

[ - - - hydration--"' 3 1 cr>^i c r t\ — i« 

thaliana] >gi 



(DJU/19) ERDlo protein [Arabidopsis thaliana J >gi_J24iy4l 
(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



297469 

LIB3137-059-Q1-K1-D3 

BLASTN 

g236729 

105 

8.0e-52 

133 

97 

metallothionein homologue [Zea mays, Genomic/mRNA, 1859 nt] 
297470 

LIB3137-059-Q1-K1-F7 

BLASTN 

g4140643 

45 

4.0e-16 



41723 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97. 
87 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

297471 

LIB3137-059-Q1-K1-G2 

BLASTX 

gl35411 

401 

4.0e-52 

111 

92 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 

297472 

LIB3137-059-Q1-K1-H11 

BLASTX 

g2494280 

145 

3.0e-09 

59 

47 

ELONGATION FACTOR TS (EF-TS) >gi_1653231_dbj_BAA1814 6_ 
(D90912) elongation factor TS [Synechocystis * sp. ] 

297473 

LIB3137-059-Q1-K1-H3 

BLASTX 

g2832700 

191 

3.0e-18 

93 

61 

(AL021713) unknown protein [Arabidopsis thaliana] 
297474 

LIB3137-060-Q1-K1-E11 

BLASTX 

g3452497 

139 

1.0e-08 

87 

37 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 
297475 

LIB3137-060-Q1-K1-F5 

BLASTX 

gl039332 

158 

1.0e-10 

98 

41 

(X86101) glutamyl tRNA reductase [Hordeum vulgare] 



41724 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297476 

LIB3137-060-Q1-K1-F7 

BLASTX 

gll6380 

208 

2.0e-16 

43 

91 

CHALCONE SYNTHASE C2 (NARINGENIN-CHALCONE SYNTHASE C2) 

>gi_66554_pir SYZMCC naringenin-chalcone synthase (EC 

2.3.1.74) c2 - maize >gi_22218_emb_CAA427 64_ (X60205) 
chalcone synthase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297477 

LIB3137-061-Q1-K1-D9 

BLASTX 

g2499614 

195 

1.0e-15 

49 

82 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG NTF3 (P43) 

>gi_481830j?ir S39559 mitogen-activated protein kinase 3 

homolog ntf3 - common tobacco >gi_406751_emb_CAA49592_ 
(X69971) NTF3 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297478' 

LIB3137-061-Q1-K1-E6 

BLASTX 

g548770 

194 

3.0e-25 

108 

61 

60S RIBOSOMAL PROTEIN L3 >gi_481228_j>ir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297479 

LIB3137-061-Q1-K1-E7 

BLASTN 

g3004949 

116 . 

1.0e-58 

255 

84 

Zea mays tonoplast intrinsic protein (ZmTIPl) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297480 

LIB3137-061-Q1-K1-F8 

BLASTX 

g2326947 

165 

7.0e-12 

78 



41725 



% identity 




NCBI Description 


(&duoU1) cnioropnyii a/D-Dinaing protein tr^y precursor 




[Zea mays] 


Seq. No. 


Zy 1 4 01 


Can t n 


LlDjl J / UOl yi M Wit 


Me unOQ 


DlxriO 1 A 


NCBI GI 


g2979555 


BLAST score 


205- 


E value 


.5 . ue 1 0 


Match lengtn 


Q R 
OJ 


% identity 


4 4 


NCBI Description 


(AC003680) unknown protein [Arabidopsis thaliana] 


Seq. No. 


z y /4 oz 


oeq. iu 




wetnoa 


qt acTY 

DiiftOlA 


NCBI- GI 


g4585873 


BLAST score 


198 


E value 


i.ue— lo 


Ma ten lengtn 


b4 


% identity 


by 


NCBI Description 


(AC005850) Putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


2y / 40J 


Seq. ID 


LIBol J7-0DZ-Q1-K1-A11 


Method 


DT ZiCTV ' 


NCBI GI 


gl321661 


BLAST score 


317 


E value 


i . ue-zy 


Match lengtn 


oo 


% identity 


/O 


NCBI Description 


^UftD^^j; ascoruate peroxiaase L^ryza sauivaj 


Seq. No. 


297484 


beq. ID 




Mecnoa 


DT 7AQTY 


NCBI GI 


g .39144 do 


rJLiAbi score 


0 A A 
Z 4 4 


E value 


d . ue— zi 


Match length 


89 


% identity 


55 


NCBI Description 


zoo FKOlhAbUMh KhCjULAlUKl bUbUINll oj (JnULLLAK ANllbiijN ZIU/ 




>gi 4/o4ii pir oqzzd / nuclear antigen ziu/ - carrot 




>gi zl/911 do] BAAUzd9d (D1J4J4) ziu/ antigen [Daucus 




carota] 


Seq. No. 


O QT /IOC 

zy /4ob 


beq. id 


JjIdoio /-uoz-yi-i\i-j3D 


Metnoa 




NCBI GI 


gzozy bob 


oiiAbi score 


1 D4 


E value 


2.0e-ll 


Match length 


61 


% identity 


66 


NCBI Description 


CYSTEINE SYNTHASE (O-ACETYLSERINE SULFHYDRYLASE) 




(O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 



41726 



>gi_1076798_pir S52738 cysteine synthase .(EC 4.2.99.8) 

precursor - maize >gi_758353_emb_CAA597'98_ (X85803) 
cysteine synthase [Zea mays] 



Seq. No; 


297486 


Seq. ID 




Method 


BLASTX 


NCBI GI 


»occr»noc 

gooDuyoo 


biiAbi score 


lO / 


E value 


2.0e-lj 


Match length 


65 


$ identity 


Do 


isi^oi Description 


\Adu iu / 4tu j usoOa [uryza 


Seq. No. 


297487 


Seq. ID 


t td^i "in nco ai vi nc 
LIB jlo /-Uoz-Ql-Kl-Do 


Method 


BLASTN 


NCBI GI 


— *i no /io 

g20248 


biiAbi score 




E value 


5 . Oe-12 


Match length 


106 


% identity 


0 A 
OH 


jncdi Description 


O.sativa gt— 2 gene 


Seq. No.. 


297488 


Seq. ID 


LIB3137-062-Q1-K1-E4 


Method 


T) T 7\ pmv 

BLASTX 


NCBI GI 


g82696 


BLAST score 


253 


E value 


o . Oe-zz 


Match length 


60 


% identity 


82 


NCBI Description 


glycine-rich protein - 3 




lAoiizi) glycine ncn p 


Seq. No. 


297489 


Seq. ID 


LIB3137-062-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g!23620 


BLAST score 


476 


E value 


5.0e-48 


Match length 


101 


% identity 


94 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi 100224 pir S14950 
heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 

297490 

LIB3137-062-Q1-K1-E9 

BLASTX 

g4587611 

337 

7.0e-32 

91 

75 

(AC006951) putative 40S ribosomal 1 protein S17 [Arabidopsis 



41727 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297491 - 

LIB3137-062-Q1-K1-F11 

BLASTX 

gll2994 

270 

3.0e-24 

63 

86 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685j?ir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 


2974 92 


Seq. ID 


LIBJlo 7-0d2-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 




E value 


o ria on 
z . ue— z u 


Match length 


65 


% identity 


74 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


2974 93 


Seq. ID 


LIB3 137-0 62 -Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3719211 


biiAbi score 




E value 


z . ue— io 


iyiai.cn ±eng x.n 


O.JL 


% identity 


75 


NCBI Description 


(U97021) UIP2 [Arabidopsis 


Seq. No. 


297494 


Seq. ID 


LIB3150-001-Q1-N1-B2 


Method 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


222 


E value 


4.0e-18 


Match length 


137 


% identity 


34 


NCBI Description 


(AL035394) putative protein 


Seq. No. 


297495 


Seq. ID ^ 


LIB3150-001-Q1-N1-C2 


Method 


BLASTX 


NCBI GI 


g4584548 


BLAST score 


199 


E value 


2.0e-15 


Match length 


62 


% identity 


61 


NCBI Description 


(AL04 9608) putative protein 



41728 





Seq. No. 


297^96 




Seq. ID 


t To^i rim 01 \n m 
LIdJ1dU-0U1-Q1-N1-D / 




Method 








rrl 1 Q/l TIC 

giiofi / / 0 




BLAST score 


633 




E value 


2.0e-66 




Match lengtn 


1 




% identity 


yu 




NCBI Description 


(U45857) cytosolic glyceroldehyde- j-phosphate 






bAr04 [ Lea. mays j 




Seq. No. 


297497 




beq. ID 


t tdh c;n a a i i mi pq 




Method • 


D-LAol A 






«. * a n qq A A 

g^u / youu 




BLAST score 


251 




E value 


7.0e-24 




Matcn lengtn 


O / 


Q 


% identity 


75 




NCBI Description 


(AF052503) S-phase-specif ic ribosomal protein 


CP 




sativa] 




Seq. No. 


297498 




beq. ID 


ttqo.icaaai/~*imii?c 




Method 


QT 7\ OTV 

oliAbl A 




NCBI GI 


g!321661 


hi 


BLAST score 


164 




E value 


z . ue-11 




Match length 


82 


" 


% identity 


48 




inudi Description 


(D45423) ascorbate peroxidase [Oryza sativa] 


M= 


Seq. No. 


297499 




Seq. ID 


TTmicn aai /*m \n n a 
LIBJlOU-UUl-Ql-Nl-r 1U 


PI 


Method 


BLAST X 


assa 


NCBI GI 


gllo4 / /b 




BLAST score 


370 




E value 


1.0e-35 




Match length 


o c 




% identity 


o c 
OO 




NCBI Description 


(U45857) cytosolic glyceroldehyde-3-phosphate 






GAPC4 [Zea mays] 




Seq. No. 


OAT rnn 

297500 




beq. ID 


t Ton cn aai r\i mi o. 
L1BJ15U-UU1-Q1-N1-GO 




Method 


BLAST X 




NCBI GI 


g4522007 




BLAST score 


256 




E value 


4.0e-22 




Match length 


66 




% identity 


76 




ln^di uescription 


lnv/UU / ud^7 j unjcnown proLcin [rirajjiuopsis inaiic 




Seq. No. 


297501 




Seq. ID 


LIB3150-001-Q1-N1-H1 




Method 


BLASTX 




NCBI GI 


gl23549 



[Oryza 



41729 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227 

3.0e-19 

53 

85 

17.5 KD CLASS II HEAT SHOCK PROTEIN >gi_100885j?ir S14998 

heat shock protein, 18K - maize >gi_22339_emb_CAA38013_ 
(X54076) 18kDa heat shock protein [Zea mays] 

297502 

LIB3150-002-Q1-N1-C10 

BLASTX 

g462234 

243 

6.0e-21 

63 

81 

HISTONE H2A >gi_419741_pir S30155 histone H2A - Norway 

spruce >gi_297871_emb_CAA48030_ (X67819) histone H2A [Picea 
abies] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297503 

LIB3150-002-Q1-N1-D12 

BLASTX 

g4519539 

150 

5.0e-10 

53 

58 

(AB016256) 
domestical 



NAD-dependent sorbitol dehydrogenase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



297504 

LIB3150-002-Q1-N1-D2 

BLASTX 

g4049534 

266 

1.0e-23 

69 

68 

(AL034564) 
pombe ] >gi 



40s ribosomal protein [Schizosaccharomyces 
4481957 emb CAB38515.1 (AL035637) ribosomal 



protein subunit sl8. [Schizosaccharomyces pombe] 



297505 

LIB3150-002-Q1-N1-D7 

BLASTX 

g3452497 

'223 

1.0e-18 

64 

67 

(Y17796) ketol-acid reductoisomerase 
297506 

LIB3150-002-Q1-N1-E1 

BLASTX 

g480450 



[Pisum sativum] 



41730 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



425 

6.0e-42 

114 

77 

ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi_402552_emb_CAA4 9506_ (X69880) ketol-acid ■ 
reductoisomerase [Arabidopsis thaliana] 

297507 

LIB3150-002-Q1-N1-E2 

BLASTX 

g4079809 

180 

2.0e-13 

114 

5 

(AF071172) HERC2 [Homo sapiens] 
297508 

LIB3150-002-Q1-N1-G5 

BLASTX 

g3892056 

241 

1.0e-20 

62 

76 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
297509 

LIB3150-002-Q1-N1-H2 

BLASTX 

g2811031 

155 

5.0e-12 

112 

41 

BETAINE-ALDEHYDE DEHYDROGENASE PRECURSOR (BADH) 
>gi_2109299_gb_AAB58165.1_ (AF000132) betaine aldehyde 
dehydrogenase [Amaranthus hypochondriacus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297510 

LIB3150-003-Q1-N1-C1 

BLASTX 

g3236242 

205 

1.0e-16 

72 

64 

(AC004684) 
thaliana] 



putative ribosomal protein L36 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297511 

LIB3150-003-Q1-N1-D2 

BLASTX 

gll8104 

290 

1.0e-26 



41731 



Match length 

% identity 

NCBI Description 



74 
77 

PEPT IDYL- PROLYL CIS-TRANS I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb__CAA48638_ (X68678) cyclophilin [Zea mays] . 



oeq. no. 


OQTC1 0 

z y / d iz 


Seq. ID. 


LIBolDU-UUo-Ql-Nl-Db 


Method 


T"1T T\ o m \7 

BLASTX ~ 


NCBI CjI 


goouoyo4 


dIjAoi score 


o m 
zu / 


E value 


2.0e-16 


Match length 


72 


% identity 


o 3 


NCBI Description 


(Y10414) stress protein [Rhizopus stolonifer] 


Seq. No.. 


297513 


Seq. ID 


LIB3150-003-Q1-N1-E4 


Method 


BLASTN 


NCBI GI 


gzziiy 


BLAST score 


43 


E value 




Match length 


66 


% identity 


91 


NCBI Description . 


Maize Adhl-F mRNA for alcohol dehydrogenase 


Seq. No. 


297514 


Seq. ID 


LIB3150-003-Q1-N1-E6 


Method 


BLASTX 


NCBI GI 


g266346 


BLAST score 


198 


E value 


5.0e-22 


Match length 


91 


% identity 


67 


NCBI Description 


KETOL-ACID REDUCTOISOMERASE PRECURSOR (ACETOHYDROXY-, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



REDUCTOISOMERASE) (ALPHA-KETO-BETA-HYDROXYLACIL 

REDUCTOISOMERASE) >gi_81509_pir S17180 ketol-acid 

reductoisomerase (EC 1.1.1.86) precursor - spinach 
>gi_21234_emb_CAA40356_ (X57073) ketol-acid 
reductoisomerase [Spinacia oleracea] 

297515 

LIB3150-004-Q1-N1-A7 

BLASTX 

g548851 

224 

2.0e-18 

62 

73 

40S RIBOSOMAL PROTEIN S20 >gi_481226_pir S38356 ribosomal 

protein S20 - rice >gi_391875_dbj_BAA02157_ (D12632) 40S 
subunit ribosomal protein [Oryza sativa] 

297516 

LIB3150-004-Q1-N1-B1 



41732 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll9355 

170 

2.0e-12 

61 

59 

ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE 1) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi 100869 pir .S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 

[Zea mays] 

297517 

LIB3150-004-Q1-N1-B2 

BLASTX- 

g2499932 

296 

.7.0e-27 

111 

59 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) >gi_726305 
(U22442) adenine phosphoribosyltransf erase form 1 [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297518 

LIB3150-004-Q1-N1-B3 

BLASTX 

g2499932 

345 

1.0e-32 

113 

60 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) >giJ726305 
(U22442) adenine phosphoribosyltransf erase forir^l [Triticum 
aestivum] 

297519 

LIB3150-004-Q1-N1-B5 

BLASTX 

gll2994 

258 

9.0e-29 

87 

79 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091j?rf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297520 

LIB3150-004-Q1-N1-C4 

BLASTX 

g560150 

152 

7.0e-10 



41733 



\>l 4- aK 1 a«a-4-K 

Matcn lengtn 


yo 


% identity 


JO 


NLbi Description 


lA/fw/zj or io protein [neiiantnus annuusj 


O A A- XT A 

beq. no. 




dart t n 
beq. id 


t tr^i ^n-nri4-m -mi -na 




RT.a^TY 
OlxrlO 1 A 


XT/-IQT /-"T 

NLdI vj! 


gft i y 1 / / 0 


BLAST score 


265 


E value 


4.0e-23 


Match length 


/ D 


% identity 




NCBI Description 


(AC005917) putative nucleosome assembly protein 




[Axaoiuopsis una ii ana j 


seq. no. 


zy iD£,£. 


Cart T H 

oeq. iu 


T TR?1 Rfi— HOd— HI —Ml — FQ 
. iilDjlJU UU4 INI r 3 


L v je tnou 


DJ_lAO 1 LN 


NCBI GI 


g21796 


BLAST score 


33 


E value 


•j . ue~u y 


Match length 


do 


% identity 


Q Q 
OO 


nldi uescripnon 


wneat nistone no gene 


O a a. XT a 

Seq. No. 




o a a- t n 
beq. iu 


LIdjIjU UUj yi PJl Al 


MelflOQ 




XT /-i q -r r> T 

NCBI bl 


gilboo 11 


DT TV CP «aa-w»a 

oii/ib i score 


DUD 


E value 


z . ue o l 


Match length 


1 1 o 


% identity 


85 


NCBI Description 


CELL DIVISION CONTROL PROTEIN 2 H0M0L0G B 




>gi Zozoo4_pir bzjuyo protein Kinase ii^u z. / .i 




nomolog B - Araoidopsis tnaiiana >gi_^i /ooi^dDj 




(D10851) p32 protein serine/threonine kinase-re 




protein [Arabidopsis thaliana] 


C? A A- XT,. 

Seq. No. 


2.3 idZ^ 


oeq. iu 


LtlDjlDl) DUO yl 


we Lfiou 


RT Z1QTV 


NCBI GI 


g4588906 


BLAST score 


175 


E value 


Q A a_ 1 O 

o . ue~i j 


Match length 


q n 
ou 


*$ identity 


/z 


iNuoi Description 


(A£ iioi^yj rioosomai protein o/ [oecaie cereaie 


O A A- XT A 

seq. No. 


zy /dzd 


c aa t n 
beq. iu 


LJLDjIjU uuo yi Nl lo 




oiiriij l 


NCBI GI 


gl575130 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


47 


% identity 


72 



41734 



NCBI Description , 



(U58209) lumenal binding protein cBiPe3 [Zea mays] 



Seq. No. 




Seq. ID 


LIB3150-005-Q1-N1-D5 


Method 


BLASTX 


NCBI GI 


gl561577 


BLAST score 


233 


E value 


1.0e-19 


Match length 


77 


% identity 


61 


NCBI Description 


(Y08252) spermine synthase 


Seq. No. 


297527 


Seq. ID 


LIB3150-005-Q1-N1-D7 


Method 


BLASTX 


NCBI GI 


g4467096 


BLAST score 


217 


E value 


1 . Oe-17 


Match length 


121 


% identity 


43 


NCBI Description 


(AL035538) putative protei: 


Seq. No. 


297528 


Seq. .ID 


LIB3150-005-Q1-N1-E11 


Method 


BLASTX 


NCBI GI 


g4056494 


BLAST score 


235 


E value 


8 . Oe-20 


Match length 


108 


% identity 


66 


NCBI Description 


(AC005896) putative protei: 




thaliana] 


Seq. No. 


O ft T C O ft 

297529 


Seq. ID 


LIB3150-005-Q1-N1-E3 


Method 


BLASTX 


NCBI GI 


g629843 


BLAST score 


268 


E value 


1.0e-23 


Match length 


75 


% identity 


68 


NCBI Description 


heat shock protein hsp70-4 




>gi 498773 emb CAA55183_ (1 




[Zea mays] 


beq. no. 




Seq. ID 


LIB3150-005-Q1-N1-H6 


Method 


BLASTX 


NCBI GI 


gll9355 


BLAST score 


194 


E value 


4.0e-15 


Match length 


77 


% identity 


56 



1 [Datura stramonium] 



mai ze ( fragment ) 



NCBI Description 



ENOLASE 1 (2-PH0SPH0GLYCERATE DEHYDRATASE 1) 
(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869jpir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi 22273_emb CAA39454_ (X55981) enolase 



41735 



[Zea mays] 



m 



O A S"V VT A 

beq. no. 


_,y / jji 


O a a- T O 

Seq. ID 




Method 


QT 71 OTV 


NCBI GI 


g2342685 


BLAST score 


236 


E value 


a C\ a on 


Matcn lengtn 


i u y 


% -.identity 


59 


NCBI Description 


(AC000106) Contains similarity to Rhodococcus amidase 




(go Dlozu/). ESTs go T-_U5U4 / gb H3oo5U,gD Ny/4__o,gD HJooyo 




come from this gene. [Arabidopsis thaliana] 


O A a- XT A 

beq. no. 


z y / j j_. 


Seq. ID 


LIB3150-006-Q1-N1-D7 


Method 


BLASTX 


NCBI GI 


g44Ubolb 


BLAST score 


oy 4 


E value 


2 . Oe-38 


Match length 


113 


% identity 


72 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana 


O A A- XT A 

beq. no. 


__y / jjj 


c a a- t n 

beq. id 


J_ilOOlOU~UUt3— Nl-I_il 


Method 


BLASTN 


NCBI GI 


gll84775 


BLAST score 


/ / 


E value 


i r* a o c 

1 . Ue-35 


Match length 


97 


% identity 


n c 

95 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC4 




(gpc4) mRNA, complete cds 


O A A» XT A 

beq. no. 


__ y / oo4 


Seq^ - ID 


TTT_oicnnA_r/^TXTiT^_r' 
LIBJlbU-OUo-Ql-Nl-Fo 


Method 


BLASTN 


NCBI GI 


gl658192 


BLAST score 


D / 


E value 


O A a OA 

3.0e-29 


» # _ J_ _. t» 1 „ __,J_ 

Match length 


o c c 

255 


% identity 


o o 
oz 


NCBI Description 


Sorghum bicolor obtusifoliol 14 -alpha demethylase CYP51 




(CYP51) mRNA, complete cds 


Seq. No. 


297535 


Seq. ID 


LIB3150-006-Q1-N1-G8 


Method 


BLASTX 


NCBI GI 


g2493147 


BLAST score 


363 


E value 


1.0e-34 


Match length 


87 



% identity 

NCBI Description 



84 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_857574 
(U27098) H+-ATPase [Oryza sativa] 



41736 



beq. no. 


zy /djd 




T TR^I SO— 007— HI —Ml — R1 1 


Metnoa 




NCBI GI 


g4586588 


BLAST score 


" 336 


£j value 


1 0»-*31 
J. • Uc j1 


Marco ±engtn 


i no 
luz. 


% identity 


oy 


NUoi Description 


\r\D\J£. i ±yyo ) LlanSlaLlOu 


beq. wo. 


zy / JJ / 


Qorr T H 

oeq. -LU 


T TR^1 R0-007-H1 -Ml -D^ 




DT QOTY 




al350783 

\J J. ~J ~> \J l U «J 


BLAST score 


236 


E value 


5.0e-20 


Match length 


91 


% identity 


30 


NCBI Description 


RECEPTOR-LIKE PROTEIN : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_282883_pir S27756 receptor-like protein. kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_28424 92_emb_CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

297538 

LIB3150-007-Q1-N1-H2 

BLASTX 

gl35398 

485 

5.0e-49 

90 

99 

TUBULIN 
chain - 
alphal 



ALPHA- 1 CHAIN >gi_82731_j>ir S15773 tubulin alpha-1 

maize >gi_22147_emb_CAA33734_ (X15704) 
tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297539 

LIB3150-008-Q1-N1-B10 

BLASTX 

g3334320 

456 

1.0e-45 

92 
97 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

297540 

LIB3150-008-Q1-N1-D1 

BLASTX 

g3201541 

208 

1.0e-32 

74 

89 

(AJ005077). TCTR2 protein [Lycopersicon esculentum] 



41737 



Cprr Mn 


257541 




LTB3150-008-O1-N1-D12 


Mo +■ h r\H 


BLASTX 

UliTuJ X 


NCBI GI 


g2583129 


BLAST score 


264 


Hi V CI X UC 


6 Oe-23 


rid L Oil xciiyuii 


19 


ft t Wont" "5 +■ \t 

x> luentity 


64 




t TiCO fl *) "\ ft 7 \ tw\ t~ a 1~ t mpthi nni no ami nonpnl" i Ha 




+-K a 1 i an a 1 

inallalld J 


Cprr Mr* 

OCVJ ■ LiU i 


297542 


Seq. ID 


LIB3150-008-O1-N1-D7 


Method 


BLASTX 


NCBI GI 


gl841502 


BLAST score 


219 


Hi value 




Maf r"h 1 onrrf h 


ox , 


^ lUCULlLy 


Rft 




f Yl 1 fl 2 Q ^ rr1n , t~r4't~hi nnp — HpnpnHpnt" f nrtna 1 Hph \;Hp 




[£cd iuciyoj 




29754 3 


Seq. ID 


LIB3150-008-O1-N1-G9 


Method 


BLASTX 


NCBI GI : 


g4206I12 


OJLtnO 1 ' SLUIC 


1 ft5 




^ • X H 




4 Q 


ft. "i Hont" i +■ \r 

O -L^lCllI L L.y 


76 


ln^ox uescription 


/ 7i TT 7 O Ql £f«0 \ a 1 ir\Vi a 4-i iVm 1 1 ■! n T A/Ta 0 amK VTian+" V\ im 

\nr / doz j aipna LuDuiin ijyieseniDx yanuneiuuni < 




9Q754 4 






Method 


BLASTN 


NCBI GI 


g!68675 




ft ^ 


Hi ValUc 


5 flo-4fl 


Maf ph 1 <~w y\ /-r 4- 1^ 
LYla LCll IcUyLll 


117 
11 / 


ft. i HptiI" i t w 


93 


LNlsDl UcoUXipUlUIl 


h/l a 1 t a m n^am^ t ^ t yi ^tU*1Q\ /^r ^ « /-^ /*ntm y> 1 a 4~ a 

L v laxZe IllULallL. Zcllt ^ZiIixj?; yciltij CUlUpxct.c (JUS 


O C vJ • LN U • 






T.TR^I SD-finQ— H1 —Ml -Rft 

IilDJl JU Uv5 ^/ X IN X OO 


Method 


BLASTX 


NCBI GI 


g231683 


BLAST score 


229 


E value 


4.0e-19 


Match length 


81 


% identity 


62 


NCBI Description 


CALNEXIN HOMOLOG PRECURSOR >gi 421825 pir , 



[Arabidopsis 



JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_emb_CAA79144_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 



Seq, No. 



297546 



41738 



OtiLJ. 1U 


t tr^i ^ri-fifiQ-m -Mi -n n 




RT.A9TX 


NCBI GI 


gl68691 


BLAST score 


169 


£ Value 


4 . Uc . 


Match length 


i n£ 


% identity 




NLoi Description 


|l y U3D^0 | Zclll L£t?d mayo J 


beq. no. 


Z y / 341 / 


oeq. -LL' 




ncLuOU 






gl41617 


BLAST score 


273 


E value 


1.0e-24 


Match length 


73 


% identity 


67 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

297548 

LIB3150-009-Q1-N1-C5 

BLASTX 

gl41617 

283 

3.0e-25 
105 

52 / 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

297549 

LIB3150-009-Q1-N1-D1 

BLASTX 

gll8104 

283 

2.0e-25 

74 

76 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_82914 8_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

297550 

LIB3150-009-Q1-N1-D10 

BLASTN 

g22514 

35 

3.0e-10 



41739 



Jul j_ V-» i _ i_ l_ 

Ma ten length 


1 1 o 


% identity 


84 


in^di uescripuion 


rQaize 6Ci gene xor 6cin Zici 1 14 Jtu ztiJ.11 c.) 


Seq. No. 




oeq. id 


LIdjIjU UU? yl Nl"Uli 




OLir\iD i LN 


NCBI GI 


gl68425 


BLAST score 




E value 


z . ue-jD 


Match length 


ZD/ 


% identity 


Q *3 
OJ 


NCBI Description 


/•ea mays Drituie—i protein vDtij iriKW/i./ complete cqs 


Seq. No. 


0 m e e 0 


oeq. id 


LloJlOU UUi? yl iNi~LI*l 


jyieufiou 


Di-irio I A 


MPDT {IT 




BLAST score- 


183 


E value 


1.0e-13 


Match length 


73 


% identity 


56 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 



>gi_100882_pir S11491 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb__CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 ■ [Zea 
mays] 



Seq. No. 


297553 




Seq. ID 


LIB3150-009-Q1-N1-E1 




Method 


BLASTX 




NCBI GI 


g2286153 




BLAST score 


236 




E value 


4.0e-20 




Match length 


59 




% identity - 


81 




NCBI Description 


(AF007581) cytoplasmic malate 


dehydrogenase 


Seq. No. 


297554 




Seq. ID 


LIB3150-009-Q1-N1-E11 




Method 


BLASTX 




NCBI GI 


gl41603 




BLAST score 


446 




E value 


2.0e-44 




Match length 


110 




% identity 


87 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) ' 


(CLONE A20) 




>gi 72311 pir ZIZM2 19K zein 


precursor (cl 




>gi_22529_emb_CAA24723_ (V01476) zein [Zea i 


Seq. No. 


297555 




Seq. ID 


LIB3150-009-Q1-N1-E3 




Method 


BLASTX 




NCBI GI 


g3123264 




BLAST score 


239 




E value 


2.0e-20 





[Zea mays] 



maize 



41740 



Match length 

% identity 

NCBI Description 



68 

72 ; 

60S RIBOSOMAL PROTEIN L27 >gi_2244 857_emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 



ill 



Seq. No. 


297556 


Seq. ID 


LIB3150-009-Q1-N1-E5 


Method 


BLASTX 


NCBI GI 


* -I n r t Aft 

g4185308 


BLAST score 


183 


E value 


1.0e-13 


Match length 


103 


% identity 


47 


NCBI Description 


(AF090446) 22-kDa alph, 


Seq. No. 


297557 


Seq. ID 


LIB3150-009-Q1-N1-G12 


Method 


BLASTN 


NCBI GI 


g22528 


BLAST score 


35 


E value 


3.0e-10 


Match length 


75 


% identity 


87 


NCBI Description 


Zea mays mRNA encoding 


Seq. No. 


297558 


Se r q. ID 


LIB3150-009-Q1-N1-G9 


Method 


BLASTX 


NCBI GI 


gl41599 


BLAST score 


155 


E value 


2.0e-10 


Match length 


55 


% identity 


58 


NCBI Description 


ZEIN-ALPHA PRECURSOR (: 



a zein (clone A20) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



KD) (CLONE 19A2) 

>gi_72316_pir ZIZMA2 19K zein precursor (clone CZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 
[Zea mays] 

297559 

LIB3150-009-Q1-N1-H10 

BLASTX 

gl41604 

408 

7.0e-40 

116 

76 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 

>gi_72310j?ir ZIZM91 19K zein precursor (clone cZ19Cl) - 

maize >gi_168678 (M12146) 19 kDa zein protein [Zea mays] 

297560 

LIB3150-009-Q1-N1-H11 

BLASTX 

g82654 

273 

4.0e-24 
77 



41741 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

10K zein precursor - maize >gi_22541_emb_CAA30409_ (X07535) 
lOkDa zein (AA 1 - 150) [Zea mays] 

297561 

LIB3150-010-Q1-N1-A5 

BLASTN 

g22312 

73 

4.0e-33 

176 

86 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297562 

LIB3150-010-Q1-N1-B7 

BLASTX 

gl!84774 

431 

7.0e-43 

94 

89 

(U45856 
GAPC3 [ 



) cytosolic glyceroldehyde-3-phosphate dehydrogenase- 
Zea mays] 



Seq. No.- . 


297563 


Seq. ID 


LIB3150-010-Q1-N1-D5 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


156 


E value 


1.0e-82 


Match length 


160 


% identity 


99 


NCBI Description 


Z.mays gene for Hageman factor inhibitor 


Seq. No. 


297564 


Seq. ID 


LIB3150-010-Q1-N1-F10 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


528 


E value 


6.0e-54 


Match length 


121 


% identity 


88 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 




>gi 72312_pir ZIZM92 19K zein precursor 




maize >gi_168680 (M12145) 19 kDa zein pro 


Seq. No. 


297565 


Seq. ID 


LIB3150-010-Q1-N1-G1 


Method 


BLASTN 


NCBI GI 


g625147 


BLAST score 


123 


E value 


'6.0e-63 



Match length 

% identity 

NCBI Description 



231 
88 

Zea mays protein disulfide isomerase (pdi) mRNA, complete 



41742 



cds 



Seq. No. 


O ft H C C C 

297566 


Seq. ID 


LIB3150-010-Q1-N1-H9 


Method 


BLASTX 


NCBI GI 


g4 191782 


BLAST score 


185 


E value 


7 . Oe-14 


Match length 


DO 


% identity 


54 


NCBI Description 


(AC005917) WD-40 repeat protein [Arabidopsis thaliana' 


Seq. No. 


£. y /dd / 


Seq. ID 


LIBJioU-Ul 1-Q1-N1-B1U 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


■3 ft i 
301 


E value 


1.0e-27 


Match length 


74. 


% identity 


78 


NCBI Description 


glycine-rich protein - maize >gi_22293_emb_CAA43431_ 




(X61121) glycine-rich protein [Zea mays] 


Seq. No. 


29/o6o 


Seq. ID 


LIB3150-011-Q1-N1-B12 


Method 


BLASTX 


NCBI GI 


gll72836 


BLAST score 


378 


E value 


ft ft — . '"5 /- 

2 . Oe-36 


Match length 


95 


% identity 


75 


NCBI Description 


GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_496272 (L16787 




small ras-related protein [Nicotiana tabacum] 


Seq. No. 


ft ft T E C ft 

29 /oo9 


Seq. ID 


LIB3150-012-Q1-N1-A4 


Method 


BLASTX 


NCBI GI 


gll84776 


BLAST score 


C ft "5 

503 


E value 


3.0e-51 


Match length 


101 


% identity 


ft c 


NCBI Description 


(U45857) cytosolic glyceroldehyde-3-phosphate dehydrot 




GAPC4 [Zea mays] 


Seq. No. 


ft ft Hf C *~l ft 

297570 


Seq. ID 


T T O O *1 C ft ft 1 ft /-> 1 X7 1 7\C 

LIB3150-012-Q1-N1-A5 


Me rnoa 


DT BCTV 

bliiio 1 A 


NCBI GI 


g82696 


BLAST score 


178 


E value 


1.0e-13 


Match length 


39 


% identity 


87 


NCBI Description 


glycine-rich protein - maize >gi_22293_emb_CAA43431_ 




(X61121) glycine-rich protein [Zea mays] 



Seq. No. 297571 



41743 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-012-Q1-:N1-B11 

BLASTX 

gl31772 

151 

5.0e-10 

67 

55 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723jpir A30097 ribosomal protein S14 (clone MCH1) 

maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297572 

LIB3150-012-Q1-N1-C10 - 

BLASTX 

g3915465 

204 

4.0e-16 

104 

44 

HYPOTHETICAL GTP-BINDING PROTEIN IN XSEA-HISS INTERGENIC 
REGION >gi_1788858 (AE000337) putative GTP-binding factor 
[Escherichia coli] >gi_1805570_dbj_BAA16397_ (D90880) 
similar to [SwissProt Accession Number P44536] [Escherichia 
coli] 

297573 

LIB3150-012-Q1-N1-D3 

BLASTX 

gll8390 

307 

2.0e-28 

80 

80 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_2144526_pir DCZMP pyruvate decarboxylase (EC 4.1.1.1) " 

- maize >gi_22395_emb_CAA42120_ (X59546) pyruvate 
decarboxylase [Zea mays] 

297574 

LIB3150-012-Q1-N1-F7 

BLASTX 

gl32736 

161 

3.0e-ll 

69 

49 

60S RIBOSOMAL PROTEIN L19 (VEGETATIVE SPECIFIC PROTEIN V14) 

(22 KD CALMODULIN-BINDING PROTEIN) >gi_71266_pir R5D09E 

ribosomal protein L19.e - slime mold (Dictyosteli-um 
discoideum) >gi_295737_emb_CAA33443_ (X15383) V14 
[Dictyostelium discoideum] >gi_443591 (L27657) ribosomal 
protein [Dictyostelium discoideum] 

297575 

LIB3150-012-Q1-N1-H6 

BLASTN 

g2431766 



41744 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

3.0e-17 

98 

87 

Zea mays acidic ribosomal protein P3a (rpp3a) mRNA, 
complete cds 





Seq. No. 


2.3 /bib 




Seq. ID 






Method 


BLASTX 




NCBI GI 


gl848210 




BLAST score 


ICO 

lo^ 




E value 


o . ue-iu 




Matcn lengtii 


j / 




% identity 


81 




NCBI Description 


(Y11208) histone H2B1 [Nicotiana tabacum] 


o 


Seq. No. 


297577 


Seq. ID 


LIB3150-013-Q1-N1-F12 


y3 


Method 


BLASTX 


t? - 


NCBI GI 


g3122053 


Ey 


BLAST score 


176 




E value 


-7.0e-13 




Match length 


110 


O 


% identity 


41 


3 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) . 



>gi_l 23558 2_emb_CAA6 5 3 9 1_ 
1-alpha [Pisum sativum] 



(X96555) elongation factor 



2 = 



Seq. No. 


297578 


Seq. ID 


LIB3150-013-Q1-N1-G5 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


189 


E value 


1.0e-102 


Match length 


217 


% identity 


97 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 


Seq. No. 


297579 


Seq. ID 


LIB3150-014-Q1-N1-B11 


Method 


BLASTX 


NCBI GI 


g2281647 


BLAST score 


148 


E value 


1.0e-09 


Match length 


36 


% identity 


75 


NCBI Description 


(AF003104) AP2 domain containing protein RAP2.11 




[Arabidopsis thaliana] 


Seq. No. 


297580 


Seq. ID 


LIB3150-014-Q1-N1-C2 


Method 


BLASTX 


NCBI GI 


gl658313 


BLAST score 


250 


E value 


1.0e-21 


Match length 


72 



41745 



% identity . 
NCBI Description 



62 

(Y08987) osr40g2 [Oryza sativa] 





Seq. No. 


OOTC01 

/ool 




Seq. ID 


LIB3150-014-Q1-N1-C9 




Method 


BLASTX 




NCBI GI 


gll84776 




BLAST score 


162 




E value 


2.0e-ll 




Match length 


48 




% identity 


71 




NCBI Description 


(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogena; 






GAPC4 [Zea mays] 




0 c ^ * u • 


-7 / >J \J 




oeq. lu 


L1djJ.DU~U 14 — yi~ Ml" U1U 




Method 


BLASTN 




NCBI GI 


g3747049 


%=? 


BLAST score 


57 




E value 


1.0e-23 


01 


Match length 


145 


co 


% identity 


85 




NCBI Description 


Zea mays ribosomal protein L26 mRNA, partial cds 


Q 








Seq. No. 


297583 




Seq. ID 


LIB3150-014-Q1-N1-D8 


y s 


Method 


BLASTN' 


£ 


NCBI GI 


gl68484 




BLAST score 


209 


5"'' s 


E value 


1 . Oe-114 




Match length 


328 




% identity 


91 


£ ! 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 




oeq. wo. 


£. y / 00 h 




Seq. ID 


LIB3150-014-Q1-N1-D9 




Method 


BLASTX " 




NCBI GI 


g585876 




BLAST score 


188 




E value 


2.0e-14 




Match length 


67 




% identity 


63 




NCBI Description 


60S RIBOSOMAL PROTEIN L23A (L25) >gi 1084424_pir S48026 



ribosomal protein L25 - common tobacco >gi_310935 (L18 908) 
60S ribosomal protein L25 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297585 

LIB3150-014-Q1-N1-G2 

BLASTX 

g2230757 

347 

9.0e-33 

92 

70 

(Y11969) dnaJ-like protein [Arabidopsis thaliana] 



Seq. No. 



297586 



41746 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-014-Q1-N1-H1 

BLASTX 

g629767 

250 

1.0e-21 

114 

47 

US globulin - oat >gi_472867_emb_CAA52764_ (X74741) US 
globulin [Avena sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



297587 

LIB3150-015-Q1-N1-A3 

BLASTX 

gl350680 

300 

2.0e-27 

102 

60 

60S RIBOSOMAL PROTEIN LI 
297588 

LIB3150-015-Q1-N1-A4 

BLASTX 

g4582468 

351 

1.0e-33 

82 

87 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

297589 

LIB3150-015-Q1-N1-B1 

BLASTX 

gl21569 

373 

5.0e-36 

104 - 
70 

IMMUNOGLOBULIN BINDING PROTEIN HOMOLOG B70 (HEAT SHOCK 

PROTEIN 70 HOMOLOG) (B-70) >gi_484510 j?ir JQ0966 

immunoglobul in-binding protein homolog b70 - maize 
( fragment ) 

297590 

LIB3150-015-Q1-N1-C3 

BLASTX 

g2267597 

189 

2.0e-14 

75 

59 

(AF009413) 10 kDa chaperonin [Oryza sativa] 
297591 

LIB3150-015-Q1-N1-D12 
BLASTX 



41747 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3776564 
253 

1.0e-21 

66 - 
68 

(AC005388) Similar to hypothetical protein T1D16.16 
gi_3075397 from A. thaliana BAC gb_AC004484. [Arabidopsi 
thaliana] 



Seq. No. 

; Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match iength 

% identity 

NCBI Description 



297592 

LIB3150-015-Q1-N1-D8 

BLASTX 

gl084457 

259 

1.0e-22 

80 

66 

elongation factor 1-beta - Rice >gi_432368_dbj_BAA04903_ 
(D23674) elongation factor 1 beta [Oryza sativa] 



Seq. No. . 


297593 


Seq. ID 


LIB3150-015-Q1-N1-D9 


Method 


BLASTX 


NCBI GI 


gl2225o2 


BLAST score 


607 


E value 


3.0e-63 


Match -length 


141 


$ identity 


78 


NCBI Description 


(U4 9330) pectin methylesterase 


Seq. No. 


297594 


Seq. ID 


LIB3150-015-Q1-N1-E1 


Method 


BLASTX 


NCBI GI 


gl710551 


BLAST score 


281 


E value 


5.0e-25 


Match length 


51 ' 


% identity 


100 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 >gi_ 




(X95458) ribosomal protein L39 


Seq. No. 


297595 


Seq. ID 


LIB3150-015-Q1-N1-E3 


Method 


BLASTN 


NCBI GI 


g450548 


BLAST score 


68 


E value 


5.0e-30 


Match length 


168 


% identity 


86 


NCBI Description 


0. sativa (pRSAM-1) gene for S-< 




synthetase 


Seq. No. 


297596 


Seq. ID 


LIB3150-015-Q1-N1-G2 


Method 


BLASTN 


NCBI GI 


g22324 


BLAST score 


38 



41748 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-12 
46 ' 
96 

Z.mays mRNA for H2B his tone (clone CH2B221) 
297597 

LIB3150-016-Q1-N1-A6 
BLASTX 

gl31772 • - . 

147 

2.0e-09 

31 

97 

4 OS RIBOSOMAL 
>gi_82723_pir 
maize 



PROTEIN S14 (CLONE MCH1) 
A30097 ribosomal protein S14 



(clone MCH1) - 





Seq. No. 


297598 




Seq. ID 


LIB3150-016-Q1-N1-D10 




Method 


BLASTX 


Si 


NCBI GI 


g3746060 




BLAST score 


415 




E value 


9.0e-41 




Match length 


86 


j: ! 


% identity 


o c 

00 




NCBI Description 


(AC005311) unknown protein [Arabidopsis thaliana] 


jjj i 


Seq. No. 


297599 




Seq. ID 


LIB3150-016-Q1-N1-D2 


JSSS. 


Method 


BLASTX 




NCBI GI 


g419803 




BLAST score 


361 


s : 
~=? 


E value 


1.0e-34 




Match length 


79 




% identity 


87 




NCBI Description 


zein protein - maize >gi_168705 (M72708) zein protein 






mays] 




Seq. No. 


297600 




Seq. ID ' 


LIB3150-016-Q1-N1-D7 




Method 


BLASTX 




NCBI GI 


g3915031 




BLAST score 


178 




E value 


4.0e-13 




Match length 


42 




% identity 


71 




NCBI Description 


ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 



(STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 



Seq. No. 297601 

Seq. ID LIB3150-016-Q1-N1-E1 

Method BLASTX 

NCBI GI g4454464 

BLAST score 211 

E value 7.0e-17 



41749 



Match length 


C A 

64 


% identity 


59 


NCBI Description 


\i\\*\jvjK)£.jH ) unKnown protein L^^-^oiaopsis unaiianaj 


Seq. No, 


o on cc\o 
/ oUz 


beq. ID 




Metnoa 


QT ZiCTY 


NCBI GI 


gizzuzz 


BLAST score 


OAT 

Jul 


E value 


2.0e-27 


Match length 


85 


% identity 


/ 4 


NCBI Description 


histone HzB >gi zooUzojur bzzjzj nistone HzB - wneat 




>gi 2 1 o 0 l_eiriD_CAA4 ^ 5 J0_ (Xo9o/J) nistone HZB LTriticum 




aestivum] 


Seq. No. 


297603 


Seq. ID 


T T D O 1 C A A 1 C Ml (~> A 

LIBJloU-Ul 0-Q1-N1-G4 


Metnoa 


OT TV OTY 
DijiiO 1 A 


MOOT CT 

NLbl bl 


gio 14 4U J 


BLAST score 


186 


E value 


2.0e-14 


Match length 


57 


% identity 


67 


NCBI Description 


(U84889) methionine synthase [Mesembryanthemuiu 




crystallinum] 


Seq. No. 


ft A 1 £ ft A 

297604 


beq. id 


LI DO 1 0U~U1 D— yi - Nl— ri4 


Method 


tit n n mv 

BLASTX 


NCBI GI 


gl922246 


BLAST score 


166 


E value 


Q Art 1 O 

9 . ue-io 


Match length 


75 


% identity 


61 


NCBI Description 


{Y10086) putative dehydrogenase [Arabidopsis thaliana] 


Seq. No. 


297605 


beq. iiJ 


t tdh m ^ m mi 01 1 
liltiolOU~Ul /— yi— Wl — till 


Method 


BLASTX 


NCBI GI 


g54o /ll 


oLiAbi score 


1 /U 


E value 


4.0e-13 


Match length 


97 


% identity 


4 y 


NCBI Description 


14-j-o-LIKE PROTEIN S94 >gi 4iy/ybjpir SJUyz/ 14— J- J 




protein homolog - rice >gi iOJo5y dbj BAAOo/ll (Dlol4( 




brain specific protein [Oryza sativa] 


Seq. No. 


A fi"7 C ft C 

297606 


Seq. ID 


LIBJ150-017-Q1-N1-D6 


we tnoa 


DT nOTY 
DiiAolA 


NCBI GI 


g3914423 


BLAST score 


374 


E value 


4.0e-36 


Match length 


74 - 


% identity 


95 



41750 





inv^bi uescriprion 


rKUr lliliN 4 ^gi zo4^jZ4 j / u; proiiiin L^ea maysj. 

- ■ 'ur ■ 




beg. NO. 


zy / du f 




oeq. iu 


T TR^1 7-H1 -Ml -TTQ 
iilDJl jU Ul / yl INI £i_7 










NCBI GI 


gl498382 




BLAST score 


158 




Hj vaiue 


o . ue 1 1 




Match length 


DO 




% identity 


cc 
00 




incdi ucscripi.ion 


VUOUOU / / auLlIt L£jtJa iildyo J 




Seq. No. 


zy / bUo 




oeq. iu 


t m*5i ^n— m "7— m —mi — iti n 

LlDJlOU Ul / yl IN 1 C 1 U 






DlirlO 1 IN 




NCBI GI 


gl550813 




BLAST score 


67 




E value 


o . ue — ju 




Matcn lengtn 


1 1 Q 

iiy 




% identity 


o y 


01 


iNL/Di Description 


Zi.mays ititxiNi-i 101 aciQic riuooomai protein ru 


Ly 

...CI 


Seq. No. 


zy / buy 




oeq. iu 


t Tmi rpi— m 7— m —mi _ui i 
lidjiou ui / yi wi nil 






OlirlO 1 A 




NCBI GI 


g2668742 


y ; 


BLAST "score 


250 




E value 


i . ue~z i 


= 


Match length 


by 




% identity 


/Z 


rr 


iN^-Di Ucscripcion 


\nr u j 1 * 31 j / glycine ncn iMNri juinuJ.ng piouciii t^ca xuciyaj 


CI 


Seq. No. 


O ft 1 C 1 ft 

2y /bio 




oeq. iu 


LIDjI jU Ul / yi INI no 




ixiecnoa 


OliAO 1 A 


Q 


NCBI GI. 


g4455207 




BLAST score 


293 .. ' 




E value 


i . ue— z d 




Matcn lengun 


Q Q 
OO 




$ identity 


/ Z 




NCBI Description 


(AL035440) ubiquitin— like protein [Arabidopsis thaliana 




oeq. No. 


zy / oil 




oeq. iu 


Jj1dO10U~U 1 o~yi""IMl~/ll 




ixtetnoa 


oJLAo 1 IN 




INv^nl Jjl 


g3 y oz o / 




BLAST score 


41 




E value 


5.0e-14 




Match length 


Q 1 
O 1 




% identity 


Q Q 
OO 




ncbi Description 


Nicotiana tabacum GTP-binding protein (Ran— Al) niRNA, 










Seq. No. 


297612 




Seq. ID 


LIB3150-018-Q1-N1-A7 




Method 


BLASTX 




NCBI GI 


g4154352 



41751 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



187 

2.0e-14 

78 
53 

(AF110333) PrMC3 [Pinus radiata] 
297613 

LIB3150-018-Q1-N1-B4 

BLASTX 

g2865175 *' 

229 

4.0e-19 

94 

54 

(AB010945) AtRerlA [Arabidopsis thaliana] 
297614 

LIB3150-018-Q1-N1-F10 

BLASTX 

g995714 

271 

6.0e-24 

104 

52 

(X91258) L3177 [Saccharomyces cerevisiae] 
297615 

LIB3150-019-Q1-N1-A1 

BLASTX 

gl33867 

259 

1.0e-22 

72 

72 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297616 

LIB3150-019-Q1-N1-A12 
BLASTX 
g82718 
309 

2.0e-28 
88 
68 

pyruvate, orthophosphate dikinase (EC 2.7 
- maize (fragment) >gi_257810_bbs_117087 
orthophosphate dikinase, PPDK {N-terminal } 
Partial, 90 aa] [Zea mays] 



9.1) 2, cytosolic 
(S46967) 

[maize, Peptide 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297617 

LIB3150-019-Q1-N1-A3 

BLASTX 

g66009 

430 

9.0e-43 



41752 



Match length 


93 


% identity 


O 0 


NCBI Description 


glyceraldehyde~3~phosphate dehydrogenase (EC l.i 




cytosoiic — maize >gi zzzoo emo uaaoui oi \au / 1. 




i jj / j [z»ea rnaysj 


Seq. No. 


z y / oio 


oeq. lu 


t tr^i ^n— ni Q— m —mi — tkl 

Xj J.OO 10U Ul.7 vl lNJ. t54 


Metnoa 


DT 7VCTM 


NCBI GI 


g444046 


BLAST score 


66 


E value 


y . ue~z y 


Match length 




% identity 


Q Q 


iNtoi uescription 


& . mays udt i iurviNri ior ocs eiemeni. Dinuiny laccor 


Seq. No. 


zy /bly 


Can T n 

oeq. iu 


t T"n*3i «;n_ni Q— r\i —mi —c a 
LIdjIjU Ul3 yi Wi Lfl 


we unoa 


DliriO 1 A 


NLDl VjI 


g^OZ / 14j 


BLAST score 


700 


E value 


3.0e-74 


Match length 


lo / 


% identity 


yi 


NCBI Description 


(ArUz/l/4) cellulose synthase catalytic suounit 




[ Arabidopsis thaliana] 


Seq. No. 




C an T Pi 

oeq. xu 


t mil cn-Hi Q— r\i —mi —no 


rieunoci 


OltrlO 1 A 


WLdI bl 


gz y y ou y o 


BLAST score 


429 


E value 


2.0e-42 


Match length 


lUO 


% identity 


O O 


NCBI Description 


(AFOoUol/j translation elongation ractor-l alpn< 




aipna [uryza sauivaj 


Seq. No. 


Z9 1 ozl 


oeq* id 


T RH — 01 Q— HI — TSI1 — TT1 1 
LiloJ 10U~U1 y W 1~JN1 CjI 1 




OliriO 1 A 


NCBI GI 


g66615 


BLAST score 


237 


E value 


a n ^ o n 
4.Ue-zU 


Match length 


"7 Q 

/ y 


Q. J -J__.4_ * 4-., 

% identity 


DO 


inudi uescription 


giuuaumone uransrerase veju z.o.i.ioj i iuaize 


beq. no. 


zy /DZZ 


Cart T n 

oeq. iu 


iiiDoiou~uiy~yi -Ni - ziLz 




DT ZVCTV 






BLAST score 


375 


E value 


4.0e-36 


Match length 


105 


% identity 


70 


NCBI Description 


(AB016064) mitochondrial phosphate transporter 



2.1.12) C, 



41753 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



297623 

LIB3150-019-Q1-N1-E6 

BLASTX 

gll84776 

278 

9.0e-25 

101 

54 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

297624 

LIB3150-019-Q1-N1-G12 

BLASTX 

g3036805 

209 

1.0e-16 

67 

54 

(AL022373) thaumatin-like protein [Arabidopsis thaliana] 



297625 

LIB3150-019-Q1-N1-H11 

BLASTX 

g3868758 

314 

6.0e-29 

84 

71 

(D89802) elongation factor IB gamma 



[Oryza sativa] 



297626 

LIB3150-020-Q1-N1-A2 

BLASTX 

g4006868 

219 

6.0e-18 

80 

59 

(Z99707) putative protein [Arabidopsis thaliana] 
297627 

LIB3150-020-Q1-N1-A8 

BLASTN 

g22549 

155 

5.0e-82 

239 

91 

Maize gene for a 27kDa storage protein, zein 
297628 

LIB3150-020-Q1-N1-C3 

BLASTX 

g3163946 

509 



41754 



E value 




Match length 




% identity 


1UU 


jnldI Description 


f 7i inn ^CQGl\ -a 1 «V» a — +• iiVm il i n 1 r IT 1 1 Q1 i c i nn i nrli na 1 
InuUUjD jjJ aipnd tUDUlin 1 [JLlcUSinc lnuiUaJ 


Seq. No. 


£. y / y 




T TR^l SO— 090— m —Ml — ni 9 


nemoa 


CuriO 1 IN 


NCBI GI 


g829147 


BLAST score 


94 


E value 


o . ue— 4 o 


Match length * ^ 


14Z 


% identity 


no 

yz 


LNL/Di ucscription 


Zj.xua.yo gene loir cyciopnuin 


Seq. No. 


o cn con 
^y / oJU 


oeq. id 


T Tn^1 t^O — 090—A1 —Ml — 


Metnoa 


DT 7\ OTV 


MPDT (IT 


n1 1 Q1 SO 


BLAST score 


206 


E value 


5.0e-27 


Match length 


111 


% identity 


66 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 



>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >giJL9273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297631 

LIB3150-020-Q1-N1-E11 

BLASTN 

g829147 

37 

9.0e-12 

97 

85 

Z.mays gene for cyclophilin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297632 

LIB3150-020-Q1-N1-G9 

BLASTN 

g2331300 

52 

9.0e-21 

140 

85 

Zea mays ribosomal protein S4 type I 
cds 



(rps4) mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297633 

LIB3150-021-Q1-N1-C11 

BLASTX 

gl00525 

470 

2.0e-47 



41755 



Match length 

% identity 

NCBI Description 



105 
23 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb_CAA40323_ (X57003) polyubiquitin protein 
[Helianthus annuus] 



Seq. No. 




Seq. ID 


LIB3150-021-Q1-N1-C9 


Method 


nLAo 1 N 


NCBI GI 


gl864000 


BLAST score 


40 


E value 


6 . ue-i J 


Matcn lengtn 




% identity 


94 


NCBI Description 


Maize DNA for Fd III, complete cds 


Seq. No. 


297635 


Seq. ID 


LIB3150-021-Q1-N1-E1 


Metnoa 


ULAb 1 N 


NCBI GI 


g374 7049 


BLAST score 


44 


E value 


^ A« T ^ 

6.0e-16 


Matcn length 


o4 


$ laeniity 


PQ 

o y 


NCBI Description 


Zea mays ribosomal protein L26 mRNA, partial cds 


Seq. No. 


297636 


Seq. ID 


LIB3150-021-Q1-N1-G12 


Method 


BLASTX 


NCBI GI 


g3023812 


BLAST score 


176 


E value 


4.0e-13 


Match length 


48 


% identity 


73 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 



Seq. No. 
Seq. ID 
Method 
^NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



>gi_435046 (L26924) glyceraldehyde-phosphate dehydrogenase 
[Ginkgo biloba] 

297637 

LIB3150-021-Q1-N1-H12 

BLASTN 

gll84773 

34 

4.0e-10 

62 

89 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC3 
(gpc3) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297638 

LIB3150-021-Q1-N1-H6 ' 

BLASTN 

g22338 

64 

1.0e-27 

155 

86 



41756 



NCBI Description 



Maize mRNA for an 18kDa heat shock protein 









t tr^i sn-n99-m -N1 -R*3 

LIDJIJU vi W 1 «J 


Method 


BLASTX 


NCBI GI 


g602958 


dlhoi score 


9*31 


cj vaiue 


i . ue i j . 


Mdtcn xencjun 


o 1 


t> itieiiui uy 


J o 


viK^o± ue scrip u ion 


\ uxoxu^) iriiaiaenopsis sp. nyDnu. orijiuo aCLin 




L rnaiaenopsis sp. nyoriu oixiyiuo j 


O C ^ • LH \J * 


297640 


Seq. ID 


LIB3150-022-Q1-N1-D10 


Method 


BLASTX 




y zo u.7 / ifi 


Dii/ioi score 




E value 


i * ue ^4 


ixia ten leng tn 


£7 
O f 


% identity 


7 <^ 


XT/*"*' O X 1^ i-\ ert /-»■*» A t /■m'S 

jnudi uescription 


\ttyf±/o) elongation xacuor z Loeua vulgaris j 


OfcJLJ . LMU . 




beq. iu 


T TQ*31 CIH— H99— —Ml —171 9 


Method 




M/^Q T C T 

JNLol bl 


/-»0 yl Q Oil Q Q 


cLi/ioi score 


91 9 


E value 


S 0^-1 7 


Match length 


118 


% identity 


48 


iNk^Di uescripuion 


PYRAPHflQPHaTr TrRnfTn^P' fi — PPO^PPZITR 1 — PPO<?PWnTRaM < 3P , TT , DfiC;F 

c 1 t\\Jrn\Jo trnr\l H* — cixULrlUolL D cn.\JOcn.i\x Cj l rnuornuii\niNorLi\noiij 




oUdUWII [etc) I D rnUornUc t\UL i UJMINAol \ tr 1 KUrnUorrliil Hj 




/ DvonDUACDURTP-nrDrHnrMT £_Pu/"\cpuo J trpnf""T , /'"\ci? — i — VT\i2iCT7 , \ 








pyrophosphate~*dependent phosphof ructokinase beta subunit 




[Ricinus coiniiiunis] 


oeq. LNO • 


9Q764 9 


c orT t n 
oeq. iu 


T TR^I Rn-H99— Ol —Ml -Ft; 
JblDJiJU Ut6 yi INI Eij 


Method 


BLASTN 


NCBI GI 


g2811133 


DT ACT 1 o r\-*~a 

Djj/io i score 


999 


E value 


1 flo-1 99 

i * ue i ££. 


ridLcn lencjun 


9 Ci7 


^ lUcilLlUy 


Q7 


inudi uescripcion 


Ziea mays snarcn syntnase lsororiu zoioii i \ zooiia) m-tuNA/ 




pamai cos 


Spct No 


297643 


Seq. ID 


LIB3150-022-Q1-N1-E9 


Method 


BLASTN 


NCBI 'GI 


gl498052 


BLAST score 


64 


E value 


2.0e-27 


Match length 


152 


% identity 


86 



41757 



NCBI Description 



Zea mays ribosomal protein S8 mRNA, complete cds 



Seq. No* 


o m C A A 


Seq. ID 


LIB31 50-02 2-Q1-N1-F6 


Method 


BLASTX 


NCBI GI 


g4176535 


BLAST score 


149 


E value 


1. Oe-09 


Match length 


93 


% identity 


37 


NCBI Description 


(AL035263) putative TFIIH subunit 




tor) [Schizosaccharomyces pombe] 


Seq. No. 


297645 


Seq. ID 


LIB3150-022-Q1-N1-H4 


Method 


BLASTX 


NCBI GI 


g2613143 


BLAST score 


231 


E value 


2.0e-19 


Match length 


82 


% identity 


61 


NCBI Description 


(AF030548) tubulin [Oryza sativa] 


, - - 
Seq. No. 


297646 


Seq. ID 


LIB3150-022-Q1-N1-H9 


Method 


TIT 71 fimv 

BLASTX 


NCBI GI 


g2833460 


BLAST score 


201 


E value 


1 . Oe-15 


Match length 


73 


% identity 


51 


NCBI Description 


RIBO FLAVIN-SPECIFIC DEAMINASE >gi 




(D64001) riboflavin biosynthesis ] 




sp. ] 


Seq. No. 


£3 I 64 / 


Seq. ID 


LIB3150-023-Q1-N1-A11 


Method 


BLASTX 


NCBI GI 


gl!69528 


BLAST score 


156 


E value 


1.0e-10 


Match length 


44 


% identity 


73 



(transcription-repair fac 



[Synechocystis 



NCBI Description 



ENOLASE 2 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 2) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 (U17973) 
enolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297648 

LIB3150-023-Q1-N1-A6 

BLASTX 

g4263519 

272 

5.0e-24 

55 

95 

(AC004044) 
thaliana] 



small nuclear riboprotein Sm-Dl [Arabidojosis 



41758 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297649 

LIB3150-023-Q1-N1-C8 

BLASTX 

gl35060 

370 

8.0e-36 

76 

97 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

( SHRUNKEN- 1 ) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA2 6229_ (X02382) 
sucrose synthase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 



297650 

LIB3150-023-Q1-N1-D4 

BLASTX 

g4589852 

270 

5.0e-24 
97 

52. 

(AB025968) cycloartenol synthase [Glycyrrhiza glabra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297651 

LIB3150-023-Q1-N1-E3 

BLASTX 

g4588012 

162 

1.0e-ll 

40 

75 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297652 

LIB3150-023-Q1-N1-F1 

BLASTX 

g731707 

277 

1.0e-24 

115 

47 

SET1 PROTEIN >gi_626647_pir S48961 hypothetical protein 

YHR119w - yeast (Saccharomyces cerevisiae) >gi_529135 
(U00059) Setlp [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297653 

LIB3150-023-Q1-N1-F6 

BLASTN 

g22549 

159 

2.0e-84 

203 

95 

Maize gene for a 27kDa storage protein, zein 



41759 



Seq. No. 


297654 - 


Seq. ID 


LIB3150-023-Q1-N1-G6 


Method 


BLASTX 


NCBI GI 


gl519251 


BLAST score 


591 


E value 


2 . Oe-61 


Match length 


131 


% identity 


90 


NCBI Description 


(U65957) GF14-C protein [Oryza sativa] 


Seq. No. 


297655 


Seq. ID 


LIB3150-023-Q1-N1-H11 


Method 


BLASTN 


NCBI GI 


g22272 


BLAST score 


57 


E value 


9. Oe-24 


Match length 


73 


% identity 


95 


NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrolase 


Seq. No. 


297656 


Seq. ID 


LIB3 1 50-02 5-Q1-N1-A9 


Method 


BLASTX 


NCBI GI 


g3355468 


BLAST score. . 


153 


E value 


3.0e-10 


Match length 


109 


% identity 


44 


NCBI Description 


(AC004218) putative ribosomal protein L35 [Arabidopsis 




thaliana] 


Seq. No. 


297657 


Seq. ID 


LIB3150-025-Q1-N1-C11 


Method 


BLASTX 


NCBI GI 


g3834321 


BLAST score 


302 


E value 


1.0e-27 


Match length 


98 


% identity 


59 


NCBI Description 


(AC005679) Strong similarity to F13P17.9 gi_3337356 




transport protein SEC61 alpha subunit homolog from 




Arabidopsis thaliana BAC gb_AC004481. [Arabidopsis 




thaliana] 


Seq. No. 


297658 


Seq. ID 


LIB3150-025-Q1-N1-F9 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


252 


E value 


5 . 0e-22 


Match length 


77 


% identity 


68 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 [Cicer arietinuin] 


Seq. No. 


297659 


Seq. ID 


LIB3150-026-Q1-N1-C10 



41760 



m 



MeuflOu 


DT 7\ CTY 




NCBI GI 


g2369714 




BLAST score 


168 




E value 


5.0e-13 




Match length 


90 




% identity 


51 




NCBI Description 


(Z97178) elongation factor 2 


Seq, No. 


297660 




Seq. ID 


LIB3150-026-Q1-N1-E7 




Method 


BLASTN 




NCBI GI 


g22119 




BLAST score 


58 




E value 


5.0e-24 




Match length 


173 




% identity 


84 




NCBI Description 


Maize Adhl-F mRNA for 


alcohol 


Seq. No. 


297661 




Seq. ID 


LIB3150-026-Q1-N1-F1 




Method 


BLASTX 




JNUiDl \jx 


gll72977 




BLAST score 


146 




E value 


. 9.0e-10 




Match length 


32 




% identity ■ ? 


. 8 '8 




NCBI Description* 


60S RIBOSOMAL PROTEIN 


LI 8 >gi 



ribosomal protein L18 [Arabidopsis thaliana] 





Seq. No. 


297662 






Seq. ID 


LIB3150-026-Q1-N1- 


-F5 




Method 


BLASTN 




£=. 


NCBI GI 


gl519250 






BLAST score 


37 






E value 


l.Oe-11 






Match length 


73 






% identity 


88 






NCBI Description 


Oryza sativa GF14- 


-c protein mRNA, complete 




Seq. No. 


297663 






Seq. ID 


LIB3150-026-Q1-N1- 


-F9 




Method 


BLASTN 






NCBI GI 


g22338 






BLAST score 


70 . 






E value 


2.0e-31 






Match length 


110 






% identity 


92 






NCBI Description 


Maize mRNA for an 


18kDa heat shock protein 




Seq. No. 


297664 






Seq. ID 


LIB3150-026-Q1-N1- 


-GI 




Method 


BLASTX 






NCBI GI 


g!706253 






BLAST score 


165 






E value 


l.Oe-11 






Match length 


83 






% identity 


43 





41761 



NCBI, Description 



PEPTIDYL-PROLYL CIS-TRANS ISOMERASE 7 (PPIASE) (ROTAMASE) 
(CYCLOPHILIN-7) >gi_863016 (U27559) cyclophilin 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297665 

LIB3150-026-Q1-N1-G4 

BLASTX 

gll3621 

432 

8.0e-43 

91 

90 

FRUCTOSE-BIS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 


297666 


Seq. ID 


LIB3150-026-Q1-N1-G5 


Method 


BLASTX 


NCBI GI 


g4467125 


BLAST score 


441 


E value 


7. 0e-44 


Match length 


106. . 


% identity 


74 


NCBI Description 


(AL035538) putative protein [Arabidopsis thaliana] 


Seq. No. 


297667 


Seq. ID 


LIB3150-026-Q1-N1-G8 


Method 


BLASTN 


NCBI GI 


g22312 


BLAST score 


96 


E value 


9.0e-47 


Match length 


244 


% identity 


88 


NCBI Description 


Maize ABA-inducible gene for glycine-rich protein 




abscisic acid) 


Seq. No. 


297668 


Seq. ID 


LIB3150-026-Q1-N1-H8 


Method 


BLASTX 


NCBI GI 


g2443388 


BLAST score- 


248 


E value 


2.0e-21 


Match length 


85 


% identity 


66 


NCBI Description 


(D38452) calcium-dependent protein kinase-related 




[Zea mays] 


Seq. No. 


297669 


Seq. ID 


LIB3150-027-Q1-N1-A12 


Method 


BLASTX 


NCBI GI 


g2130032 


BLAST score 


261 


E value 


1.0e-22 



( ABA - 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 

4 9 -V 

catechol O-methyltransf erase (EC 2.1.1.6) - barley 
297670 

LIB3150-027-Q1-N1-A3 

BLASTN 

g602605 

44 

1.0e-15 

56 

95 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
297671 

LIB3150-027-Q1-N1-A7 

BLASTX . 

g2384758 

330 

4.0e-31 ' 

92 

72 

(AF016896) 
sativa] 



GDP dissociation inhibitor protein OsGDIl [Oryza 



Seq. No. 

Seq.* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297672 

LIB3150-027-Q1-N1-B10 

BLASTX 

gl350986 

291 

2.0e-26 

83 

72 

40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 
>gi_483431_dbj_BAA05059_ (D26060) cyc07 [Oryza sativa] 

297673 . . 

LIB3150-027-Q1-N1-B3 

BLASTX 

g4033424 

301 

2.0e-27 

100 

68 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 

297674 

LIB3150-027-Q1-N1-C1 

BLASTX 

g4587553 

214 

3.0e-17 

79 

54 

(AC006577) F15I1.20 [Arabidopsis thaliana] 



41763 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297675 ' *' '• 

LIB3150-027-Q1-N1-C2 

BLASTN 

g556685 

57 

1.0e-23 

89 

91 

Z.mays mRNA for ADP-ribpsylation factor ■ ~ 

297676 

LIB3150-027-Q1-N1-E11 

BLASTX 

g320130 

221 

4.0e-18 

87 
53 

acetolactate synthase (EC 4.1.3.18) (clone pSOG109) - maize 
>gi_22141_emb_CAA45117_ (X63554) acetohydroxyacid synthase 
[Zea mays] 

297677 

LIB3150-027-Q1-N1-E2 

BLASTX 

g4587553 

192 

1.0e-14 

66 

58 

(AC006577) F15I1.20 [Arabidopsis thaliana] 
297678 

LIB3150-027-Q1-N1-F6 

BLASTX 

g3986695 

165 

9.0e-12 

61 

61 

(AF101423) ribosomal protein L12 [Cichorium intybus] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



297679 

LIB3150-028-Q1-N1-A4 

BLASTX 

g2244797 

167 

7.0e-12 

94 

43 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
297680 

LIB3150-028-Q1-N1-C8 

BLASTN 

g4416300 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



•88 

8.0e-42 ' * ■ 

235 

58 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

297681 

LIB3150-028-Q1-N1-D11 

BLASTX 

gll3621 

340 

3.0e-32 

80 

86 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase. 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



oeq. mo. 




oeq. xu 


t tdti cn^noQ _r\i _mi _iri i 
1j1ooiou~uzo — yi~iMi — till 


Method 




NCBI GI 


g3747046 


BLAST score 


358 


E value 


4 . ue-J4 


Match length 


1 1 


% identity 


91 


NCBI Description 


(AF093538) voltage-dependent anion-selective 




protein [Zea mays] 


Seq. No. 


297683 


Seq. ID 


LIB3150-028-Q1-N1-E9 


Method 


BLASTN 


NCBI GI 


g485376 


BLAST score 


35 


E value 


lv0e-10 


Match length 


71 


% identity 


87 


NCBI Description 


Zea mays alpha-3-tubulin gene, complete cds 


Seq. No. 


297684 


Seq. ID 


LIB3150-028-Q1-N1-F10 


Method 


BLASTX 


NCBI GI 


g2832648 


BLAST score 


138 


E value 


6.0e-09 


Match length 


80 


% identity 


44 


NCBI Description 


(AL021710) membrane-bound small GTP-binding - 




[Arabidopsis thaliana] 


Seq. No. 


297685 


Seq. ID 


LIB3150-028-Q1-N1-F2 


Method 


BLASTN 



- like protein 



41765 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22312 
226 

1.0e-124 

374 

90 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



297686 

LIB3150-028-Q1-N1-G5 

BLASTX 

g2342678 

137 

9.0e-09 

57 

53 

(AC000106) Similar to Arabidopsis luminal binding protein 
(gb_D89342). [Arabidopsis thaliana] 

297687 

LIB3150-028-Q1-N1-G6 

BLASTX 

g2511531 

220 

4.0e-18 

82 

57 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 

297688 

LIB3150-028-Q1-N1-H9 

BLASTX 

g4646206 

247 

•4.0e-21 
119 
44 

(AC007230) Contains similarity to gb_D13630 KIAA0005 gene 
from Homo sapiens. ESTs gb_T45345, gb_T21086, gb_R90360, 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 
[Arabidopsis thaliana] 

297689 

LIB3150-029-Q1-N1-A4 

BLASTX 

gl703380 

298 

4.0e-27 

67 ^ 
88 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

297690 

LIB3150-029-Q1-N1-A6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915826 

375 

4.0e-36 

96 

76 

60S RIBOSOMAL PROTEIN L5 
297691 

LIB3150-029-Q1-N1-E7 

BLASTX 

g266567 

198 

1.0e-20 

111 

53 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) ( UBIQUI NOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956_pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 

>gi_214 93_emb_CAA46990_ (X66284) mitochondrial processing 

peptidase [Solanum tuberosum] 

297692 

LIB3150-029-Q1-N1-F9 

BLASTX 

g542125 

149 ' 

6.0e-10 

53 

62 

translation elongation factor eEF-1 alpha chain - barley 
>gi_396134_emb_CAA80666_ (Z23130) protein synthesis 
elongation factor-1 alpha [Hordeum vulgare] 



Seq. No. 


297693 


Seq.- ID 


LIB3150-029-Q1-N1-G1 


Method 


BLASTN 


NCBI GI. 


gl550813 


BLAST score 


59 


E value 


1.0e-24 


Match length 


107 


% identity 


89 


NCBI Description 


Z.mays mRNA for acidic ribosomal protein P0 


Seq. No. 


297694 


Seq. ID 


LIB3150-030-Q1-N1-A4 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


121 


E value 


1.0e-61 


Match length 


249 


% identity 


87 


NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD zein-2) 


Seq. No. 


297695 


Seq. ID 


LIB3150-030-Q1-N1-B4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



•Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N . 

g22312 

121 

7.0e-62 

165 

93 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 

297696 ' 

LIB3150-030-Q1-N1-B7 

BLASTX * 

g4033424 

297 

3.0e-27 

62 

94 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 

297697 

LIB3150-030-Q1-N1-C6 

BLASTX 

gl732511 

506 

2.0e-51 

116 

78 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 

297698 

LIB3150-030-Q1-N1-D1 

BLASTX 

gll3621 

155 

7.0e-ll 

36 

89 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

297699 

LIB3150-030-Q1-N1-D2 

BLASTX 

g2654208 

163 

8.0e-12 

60 

63 

(AF035456) heat shock 70 protein [Spinacia oleracea] 
>gi_2773050 (AF039083) heat shock 70 protein [Spinacia 



41768 



oleracea] 



5.i i 
~r • 

5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. 'ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID vS ,. t 
Method 
NCBI GI 
BLAST score 
E value 
Match length' 
% identity 



297700 

LIB3150-030-Q1-N1-E2 
BLASTN 
gl658312 
47 

1.0e-17 
99 

88 - 

O.sativa osr40g2 gene 
297701 

LIB3150-030-Q1-N1-E4 
BLASTN 
g829147 
72 

2.0e-32 
96 
94 

Z.mays gene for cyclophilin 



297702 

LIB3150-030-Q1-N1-F2 

BLASTX 

gl709920 

240 

2.0e-20 

72 

62 

PHOSPHORIBOSYLAMINE— GLYCINE LIGASE PRECURSOR (GARS) 
(GLYCINAMIDE RIBONUCLEOTIDE SYNTHETASE) 
( PHOSPHORIBOSYLGLYCINAMIDE SYNTHETASE) 
>gi_1019915_emb_CAA52778_ (X74766) glycinamide 
ribonucleotide synthetase [Arabidopsis thaliana] 

297703 

LIB3150-030-Q1-N1-F3 

BLASTX 

gl20670 

381 

4.0e-37 

84 

87 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879jpir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 

297704 

LIB3150-030-Q1-N1-G3 

BLASTN 

gl895083 

43 

2.0e-15 

51 

96 
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NCBI Description 



Zea mays golgi associated protein se-wap41 . mRNA, complete 
cds 



Seq. No. 


297705 


Seq. ID 


LIB3150-030-Q1-N1-H6 


Method 


DliriO 1 A 


MP D T ' r*T 

NLol bl 


ft A A £"7 1 OQ 
gfi 3 O / 1ZO 


biiAbi score 




E value 


/ * ue ji 


Ma ten lengtn 


yo 


% identity 


/ 1 


in^d J. ue script ion 


[nliUjjJjO/ pULaLlVc protein [riraOlClOpSlS LnallailaJ 


Seq. No. 


297706 


Seq. ID 


LIB3150-031-Q1-N1-A11 


Method 


oli/io 1 IN 


NtlJl <al 


g / 4 / y lo 


biiAoi score 




f tt alii A 

tij value 


1 Ho — 9 6 

i . ue ^ o 


Matcn lengtn 


111) 


% identity 




inudi uescripuion 


^ . mays LaMz uiKWA lor caiiuoauiin 






Seq. ID 


LIB3150-031-Q1-N1-A7 


Method 


BLASTX 


NCBI GI 


gll3621 


BLAST score 


268 


E value 


1.0e-23 


Match length 


95 


% identity 


93 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 



>gi_68196_j>ir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 
bisphosphate aldolase [Zea mays] >gi 225624 prf 1307278A 
cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297708 

LIB3150-031-Q1-N1-B4 

BLASTX 

g2909846 

181 

2.0e-13 

55 

65 

(AF045570) (S) -adenosyl-L-methionine : delta 24-sterol 
methyltransferase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297709 

LIB3150-031-Q1-N1-D10 

BLASTX 

gl685091 

337 

1.0e-31 

98 

68 
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NCBI Description 



(U45243) diphenol oxidase .[Nicotiana tabacum] 



Seq, No. 


£. y / /iu 


Seq. ID 


LIB3150-031-Q1-N1-D12 


Method 


BLASTX 


NCBI GI 


g Ji b jy4 o 


BLAST score 


261 


E value 


5 . Oe-38 


Match length 




% identity 


72 


NCBI Description 


(AJ005599) alpha-tubulin 1 [Eleusine indica] 


beq. no. 


^y / /ii 


Seq. ID 


LIB31oO-0 J1-Q1-N1-F1 


Method 


BLASTX 


NCBI GI 


gl076626 


BLAST score 


491 


E value 


1.0e-49 


Match length 


97 


% identity 


93 


NCBI Description 


glycine rich protein - common tobacco 




>gi_790473_emb_CAA58702_ (X83731) soluble, glycine rich 




protein [Nicotiana tabacum] 


Seq. No. 


^y / /i^ 


Seq. ID 


LIB3150-031-Q1-N1-H5 


Method 


BLASTX 


NCBI GI 


g4588003 


BLAST score 


238 


E value 


7.0e-20 


Match length 


65 


% identity 


74 


NCBI Description 


(AF085279) hypothetical EIF-2-Alpha [Arabidopsis thaliana] 


Seq. No. 


297713 


Seq. ID 


LIB3150-031-Q1-N1-H9 


Method 


BLASTX 


NCBI GI 


g4455293 


BLAST score 


213 


E value 


4.0e-17 


Match length 


88 


% identity 


61 


NCBI Description 


(AL035528) putative protein [Arabidopsis thaliana] 


Seq. No. 


2.3 / /14 


Seq. ID 


LIB3150-032-Q1-N1-C8 


Method 


BLASTX 


NCBI GI 


g3402679 


BLAST score 


184 


E value 


3.0e-14 


Match length * 


81 


% identity 


52 


NCBI Description 


(AC004 697) unknown protein [Arabidopsis thaliana] 


Seq. No. * 


297715 


Seq. ID 


LIB3150-032-Q1-N1-D6 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll8104 
566 

2.0e-58 

125 

86 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408jpir CSZM peptidylprolyl isomerase (EC 5.2.1.8) - 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

297716 

LIB3150-032-Q1-N1-F4 

BLASTX 

gll74583 

201 

1.0e-15 

104 

40 

TRANSALDOLASE >gi_1074653_pir D64167 hypothetical protein 

HI1125 - Haemophilus influenzae (strain Rd KW20) 
>gi_1574680 (U32792) transaldolase B (talB) [Haemophilus 
influenzae Rd] 



Seq. No. 


297717 


Seq. ID 


LIB3150-032-Q1-N1-G3 


Method 


BLASTX 


NCBI GI 


g2407800 


BLAST score 


308 


E value 


4.0e-28 


Match length 


98 


% identity 


62 


NCBI Description 


(Y12575) histone H2A. 


Seq. No. 


297718 


Seq. ID 


LIB3150-032-Q1-N1-H1 


Method 


BLASTX 


NCBI GI 


gll72811 


BLAST score 


285 


E value 


4.0e-26 


Match length 


59 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN 



>gi_1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 



297719 

LIB3150-033-Q1-N1-D10 

BLASTX 

g2253583 

151 

6.0e-10 

46 

74 

(U78721) hypothetical protein [Arabidopsis thaliana] 



41772 





Seq. No. 


297720 




Seq. ID 


LIriOlOU-Uo J-yi-Ni— UZ 




Method 






NCBI GI 


g2832700 




BLAST score 


174 




E value 


o . Ue-io 




Match length 


o 1 




% identity 


42 




NCBI Description 


(AL021713) unknown protein [Arabidopsis * 




Seq. No. 


297721 




Seq. ID 


LIBJloU-U J J-yi-NI-£ j 




IUf a V* ft/4 

Metnoct 






NCBI GI 


g861170 




BLAST score 


176 ■ 




E value 


j.ue-io 




Match length 


48 




% identity 


77 


n 

fas? 
' ■H' 


NCBI Description 


(Xuod97) heat shock protein /U L2ea mays 


fa~i 
31 


Seq. No. 


297722 




O ft «• TH 

Seq. ID 


Lib JloU-U JJ-y I-NI-r D 


JI 


Metnoa 


oLAolA 




NCBI GI 


g3183094 




BLAST score 


238 




E value 


o . ue — . r 


En 


Match length 


94 


s 


% identity 


47 




NCBI Description 


ORNITHINE CARBAMOYLTRANSFERASE PRECURSOR 






(ORNITHINE TRANSCARBAMYLASE) >gi_971168 






carbamoyltransf erase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297723 

LIB3150-033-Q1-N1-G12 

BLASTX 

g2459421 

426 

4.0e-42 

118 

64 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297724 

LIB3150-033-Q1-N1-G5 

BLASTX 

gll84774 

484 

6.0e-49 

95 

98 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 
Seq. ID 
Method . 



297725 

LIB3150-033-Q1-N1-G8 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g30%S620 
120" 

5.0e-61 

240 
88 

Zea mays low molecular weight heat shock protein precursor 
(hsp22) mRNA, nuclear gene encoding mitochondrial protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297726 

LIB3150-034-Q1-N1-A11 

BLASTX 

g82696 

207 

9.0e-17 

57 

75 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297727 

LIB3150-034-Q1-N1-B6 

BLASTX 

gll84774 

149 

5.0e-15 

94 

51 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297728 

LIB3150-034-Q1-N1-G5 

BLASTX 

g2792208 

272 

5.0e-24 

124 

45 

(AF032682) 
vulgare] 



NBS-LRR type resistance protein [Hordeum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297729 

LIB3150-034-Q1-N1-G7 

BLASTX 

g418777 

269 

8.0e-24 

101 

57 

phosphoprotein phosphatase (EC 3.1.3.16) 
chain (clone EP7) - Arabidopsis thaliana 



2A-alpha catalytic 
(fragment) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297730 

LIB3150-035-Q1-N1-B4 

BLASTX 

g2081612 



41774 



BLAST score 
..E value 
Match length 
% identity 
NCBI Description 



289 

5.0e-26 

68 

81 

(D49714) deltal-pyrroline-5-carboxylate synthetase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297731 

LIB3150-035-Q1-N1-B8 . 

BLASTX 

g23153.6 

378 

2.0e-36 

128 

64 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMI NO PEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394_emb_CAA45040_ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4 115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



Seq. No. 


O CkHH O O 

1? 1 1 


Seq. ID 


LIB3150-035-Q1-N1-B9 


Method 


BLASTN ■ 


NCBI GI 


g998429 


BLAST score 


45 


E value 


A Do-1 Gs 

H • Uc X D 


Match length 


126 


% identity 


52 


NCBI Description 


GRFl=general regulatory factor [Zea mays, XL80, Genomic, 




5348 nt] 


Seq. No. 


297733 


Seq. ID 


LIB3150-035-Q1-N1-D9 


Method 


BLASTX 


NCBI GI 


g4510346 


BLAST score 


273 


E value 


4.0e-24 


Match length 


73 


% identity 


71 


NCBI Description 


(AC006921) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


297734 


Seq. ID 


LIB3150-035-Q1-N1-E12 


Method 


BLASTX 


NCBI GI 


gl708777 


BLAST score 


148 


E value 


1.0e-09 


Match length 


101 


% identity 


37 


NCBI Description 


(Z83202) potassium channel [Arabidopsis thaliana] 




>gi 3063705 emb CAA18596.1 (AL022537) potassium channel 




protein [Arabidopsis thaliana] >gi_4090537 (U73325) K+ 




inward rectifying channel protein [Arabidopsis thaliana]' 




>gi_409894 9 (U81239) K+- inward rectifying channel 



41775 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297735 

LIB3150-035-Q1-N1-E3 
. BLAST N 
gl296954 
48 

5.0e-18 

83 

89 

O.sativa mRNA for novel protein, osr40cl 
297736 

LIB3150-035-Q1-N1-E4 

BLASTX 

gl658313 

227 

7.0e-19 

86 

41 

(Y08987) osr40g2 [Oryza sativa] 
297737 

LIB3150-035-Q1-N1-E9 

BLASTX 

gll8104 

283 

3.0e-25 

109 

56 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi__168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq.. No. 


297738 


Seq. ID 


LIB3150-035-Q1-N1-F10 


Method 


BLASTX 


NCBI GI 


g2828012 


BLAST score 


255 


E value 


3.0e-22 


Match length 


67 


% identity 


67 


NCBI Description 


(AF036891) starch synthase 


Seq. No. 


297739 


Seq. ID 


LIB3150-035-Q1-N1-G3 


Method 


BLASTN 


NCBI GI 


g!68704 


BLAST score 


59 


E value 


9.0e-25 


Match length 


86 


% identity 


95 


NCBI Description 


Zea mays zein protein gene 


Seq. No. 


297740 



41776 



Seq. ID 


LIB3150-036-Q1-N1-A8 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


239 


E value 


9.0e-26 


Match length 


70 


% identity 


91 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea mays] 


Seq. No. 


297741 


Seq. ID 


LIB3150-036-Q1-N1-B1 


Method 


BLASTX 


NCBI GI 


gl666234 


BLAST score 


157 


E value 


1.0e-10 


Match length 


40 


% identity 


80 


NCBI Description 


(U76193) actin [Pisum sativum] >gi_1724143 (U81049) actin 




[Pisum sativum] 


Seq. No." 


297742 


Seq. ID 


LIB3150-036-Q1-N1-E6 


Method 


BLASTX 


NCBI GI 


g4558664 


BLAST score 


441 


E value 


7 . 0e-44 


Match length 


122 


% identity 


63 


NCBI Description 


(AC007063) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


297743 


Seq. ID 


LIB3150-036-Q1-N1-G12 


Method 


BLASTX 


NCBI GI 


g4160346 


BLAST score 


218 


E value 


1.0e-17 


Match length 


*84 


% identity 


51 


NCBI Description 


(AL035216) nucleolar protein involved in pre-rRNA 




processing [Schizosaccharomyces pombe] 


Seq. No. 


297744 


Seq. ID 


LIB3150-037-Q1-N1-A6 


Method 


BLASTX 


NCBI GI 


gl35535 


BLAST score 


452 


E value 


2.0e-45 


Match length 


110 


% identity 


82 


NCBI Description 


T-COMPLEX PROTEIN l f ALPHA SUBUNIT (TCP-1-ALPHA) 




(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 




Tcp-1 - Arabidopsis thaliana >gi_217871_db]_BAA01955_ 




(D11351) t-complex polypeptide 1 homologue [Arabidopsis 




thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 




alpha/TCP-1 [Arabidopsis thaliana] 


Seq. No. 


297745 



41777 



Cn/y T Pi 

oeq. 11J 


t Ton cn non r\ i kit d a 
LlbJlOU-Uo /-yi-Nl-B4 






DT Z-QTM 
DJjuflb 1 IN 




NCBI GI 


g2645165 




BLAST score 


69 




E value 


1 . ue — jU 




Matcn lengtn 


Q P 




% identity 






incdi Description 


uryza sativa iukina, similar to riDOSoniai protein 




Seq. No, 


i /4 d 


- 


Can T n 

beq. iu 


T TR^1 RO — n^l— ni —Ml _n c» 
LXDjIjU Uj /"yi~INl"DO 






dt norpv 




NCBI GI 


g3395430 




BLAST score 


154 




E value 


2.0e-10 




Matcn lengtn 


87 




% identity 


34 




iNUoi Description 


(AC004683) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


297747 




beq. iu 


LIB3150-037-Q1-N1-C1 




ixietnoa 


BLASTX 




MOOT PT 


g4512659 




oiiAbi score 


409 




E value 


4.0e-40 




Match length 


116 




% identity 


70 




NCBI Description 


(AC006931) putative protein kinase [Arabidopsis 


thaliana; 




>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) 


putative 




protein kinase [Arabidopsis thaliana] 




Seq. No. 


297748 




beq. IU 


LIB3150-037-Q1-N1-H1 




Metnoa 


BLASTX 




NCBI GI 


g2624328 




BLAST score 


150 




E value 


6.0e-10 




Match length 


65 




% identity 


45 




NOoi Description 


(AJ002894) 0sGRP2 [Oryza sativa] 




Seq. No. 


297749 




beq. ID 


LIB3150-037-Q1-N1-H8 






BLASTX 




NCBI GI 


gll84774 




BLAST score 


199 




E value 


6.0e-16 




Match length 


55 




% identity 


73 





NCBI Description (U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



297750 

LIB3150-038-Q1-N1-A7 

BLASTX 

g!351974 

326 



41778 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



2.0e-3q 

89 "// 
76 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi_107 678 9_pir S53486 

ADP-ribosylation factor - maize >gi_556686_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 

297751 

LIB3150-038-Q1-N1-C5 

BLASTX 

g462243 

325 

4.0e-30 

88 

77 

HISTONE H4 >gi_421921_pir S32769 histone H4 - tomato 

>gi_297150_emb_CAA48923_ (X69179) histone H4 * [Lycopersicon 
esculentum] >gi_297152_emb_CAA48924_ (X69180) histone H4 
[Lycopersicon esculentum] >gi_2746721 (AF038387) histone H4 
[Capsicum annuum] 

297752 

LIB3150-038-Q1-N1-C6 • ' 

BLASTX 

gl40496 

152 

6.0e-10 

117 

30 

HYPOTHETICAL 42.5 KD PROTEIN IN TSM1-ARE1 INTERGENIC REGION 

>gi_83226_pir S19457 probable membrane protein YCR044c ™ 

yeast (Saccharomyces cerevisiae) >gi_1907186_emb_CAA42292_ 
(X59720) YCR044c, len:357 [Saccharomyces cerevisiae] 

297753 

LIB3150-038-Q1-N1-D5 

BLASTX 

g3914423 

207 

6.0e-17 

54 

74 

PROFILIN 4 >gi_2642324 (AF032370) profilin [Zea mays] 
297754 

LIB3150-038-Q1-N1-F3 

BLASTX 

g2642159 

191 

9.0e-15 

86 

49 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4 151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 



41779 



O A J-W XT A 

beq. wo. 


9 Q77 ^ ^ 


beq. id 


t TQ'ii Rn_n*3Q_m _kii —ttc; 
ijiDjlDu Ujo yi Nl t D 


Method 


BLASTX 


NCBI GI 


g4581156 


biiftbi score 


1 Q9 


E value 


z . ue— i / 


Matcn lengtn 


1 HQ 

iuy 


z laentiuy 


R9 


NCBI Description 


(AC006919) putative pyruvate kinase [Arabidopsis thaliana] 


beq. wo. 


9Q77^fi 


beq. ID 


It Id j1jU"U jo - yi~Nl~c O 




DJ-irlO 1 A 


NCBI GI 


g533082 


BLAST score 


288 


E value 


d . ue~zo 


Matcn lengtn 




$ identity 


3D 


NLbi Description 


vuu/ooz; QeiLa y st6aroyi aCyi carrier proiein aesanurase 




[Thunbergia alata] 


beq. wo. 


9 Q77 ^7 


beq. ±u 


t toqi ^n— n^8— m —Mi —HQ 


Method 




NLhJl bl 


go4 IJ / 1 / 


BLAST score '■ 


160 - : " 


E value 


5.0e-ll 


Match length 


Dj 


% identity 


A C 


NCBI Description 


(AC004747) unknown protein [Arabidopsis thaliana] 




>gi oo4 ooyu unKnown proxein [AraDiaopsis 




thaliana] 


Cart NT/"\ 

beq. jno. 


9 Q77 £*Q 


beq. iu 


T TR^1 RH — n*^Q— m —Ml — ai 9 

iilDjl OU UJ7 INI nlZ 


Method 


BLASTX 


NCBI GI 


g2668742 


oiiAbi score 


Tin 


E value 


C Art Q1 


Match lengtn 


/ y 


9- T T"\ 4" 1 4" T T 

t> laenriuy 




NCBI Description 


(AF034 945) glycine-rich RNA binding protein [Zea mays] 


beq. .no. 


z y / /d y 


Con T Pi 


T TR^1 RH — fi^Q— m —Ml — *R£ 
LlDjljU UJ3 yi LNl DO 


Method 


BLASTN 


NCBI GI 


g22272 


citAbi score 


Dj 


E value 


4 . ue-/ / 


Match length 


175 


% identity 


84 


NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 


Seq. No. 


297760 


Seq. ID 


LIB3150-039-Q1-N1-E10 


Method 


BLASTX 



41780 



NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 



g2459445 
168 

7.0e-12 

66 

41 

(AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297761 

LIB3150-039-Q1-N1-E11 

BLASTX 

gll84776 

530 

3.0e-54 

132 

79 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



"Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297762 

LIB3150-039-Q1-N1-E2 

BLASTX 

g3249113 

157 

6.0e-ll 

66 

52 

(AC003114) 
gb_2191180 
thaliana] 



Strong similarity to kinesin homolog IG002P16.12 
from A. thaliana BAC gb_AF007270. [Arabidopsis 



Seq. No. 


297763 


Seq. ID 


LIB3150-039-Q1-N1-F1 


Method 


BLASTX 


NCBI GI 


g4104321 


BLAST score 


168 


E value 


5.0e-12 


Match length 


101 


% identity 


34 


NCBI Description 


(AF034582) vesicle associated protein 


Seq. No. 


297764 


Seq. ID 


LIB3150-040-Q1-N1-A10 


Method 


BLASTX 


NCBI GI 


g3913804 


BLAST score 


274 


E value 


3.0e-24 


Match length 


105 


% identity 


58 


NCBI Description 


HISTONE H2B.3 >gi_577825_emb_CAA4 9584_ 




[Zea mays] 


Seq. No. 


297765 


Seq. ID 


LIB3150-040-Q1-N1-B9 


Method 


BLASTX 


NCBI GI 


g2827524 


BLAST score 


198 



[Rattus norvegicus] 



H2B histone 
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E value 


ft C\ _ 1 c 

2.0e-15 


Match length 


51 


% identity 


67 


NCBI Description 


(AL021633) predicted protein [Araoiaopsis tnalianaj 


Seq. No. 


297766 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3341685 


BLAST score 


191 


E value 


1 . Oe-14 


Match length 


95 


% identity 


48 


NCBI Description 


(ACQ03672) unknown protein [Araoidopsis tnalianaj 


Seq. No. 


297767 


Seq. ID 


LIBoloO-U40-Ql-Nl-F4 


Method 


BLASTX 


NCBI GI 


gll43864 


BLAST score 


193 


E value 


1. Oe-14 


Match length 


108 


% identity 


43 


NCBI Description 


(U28047) beta "glucosidase [Oryza sativa] 


Seq. No. 


ft ft ~t *t s~ r\ 

297768 


Seq. ID 


LIB3150-041-Q1-N1-A4 


Method 


BLASTX 


NCBI GI 


g!345588 


BLAST score 


o o o 

222 


E value 


1.0e-31 


Match length 


127 


% identity 


61 


NCBI Description 


14-3-3-LIKE PROTEIN GF14-12 >gi 9984 32_bbs_164524 




GF14-12=GRF2 product/14-3-3 protein homolog [Zea mays 




XL80, Peptide, 261 aa] 


Seq. No. 


297769 


Seq. ID 


t t n T 1 IT ft ft. yi l /"\ i xt "1 n r\ 

LIB3150-041-Q1-N1-B9 


Metnoa 


BLASTN 


NCBI GI 


g2511o4Q 


BLAST score 


50 


E value 


2.0e-19 


Match length 


130 


% identity 


85 


NCBI Description 


Oryza sativa DNA-binding protein GBP16 (Rgbpl6) mRNA, 




complete cds 


Seq. No. 


297770 


Seq. ID 


LIB3150-041-Q1-N1-D7 


Metnoa 


BLASTX 






BLAST score 


266 


E value 


2.0e-25 


Match length 


127 


% identity 


54 


NCBI Description 


(AC004512) Contains similarity to DnaJ gene YM8520.10 



41782 



gb_825566 from from S. cerevisiae cosmid gb_Z4 9705. ESTs 
gb_Z47720 and gb_Z29879 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


297771 


Seq. ID 


t tq*31 Rn_n/i i _m _mi _ uq 
LIdjIjU u^l yi~Wl no 


Method 


BLAoi. A 


NCBI GI 


gjyioo^o 


bJjAbi score 




E value 


l . Ue-ll n • • . • * 


Match length 


o o 

J J 


% identity 




inodx uescripLion 


cnc OTRnQOMZiT PPATTTTM T R 
DUO J\±DVJOW1 v 1t11j ctWJL Hi J. IN JjJ 


Seq. No. 


297772 


Seq. ID 


LIB3150-042-Q1-N1-B2 


Method 


BLASTX 


NCBI GI 


gJ0247 Jo 


BLAST score 


O T *7 

277 


E value 


2 . Qe-24 


Match length 


I JO 


% identity 


43 


NCBI Description 


TYPE II DNA TOPOISOMERASE VI SUBUNIT A 




>gi iy2o4U4 emD laa/ioud t iiujoz) type -L-L una 




topoisomerase subunit A [Sulfolobus shibatae] 


Seq. No. 


297773 


beq. ID 


LlrJJl3U-U4z-yi-Nl-by 


Method 


BLASTX 


NCBI GI 


g3080437 


BLAST score 


176 


E value 


1 . Oe-12 


Match length 


112 


% identity 


4 J 


NCBI Description 


(AiiU^ouo; putative protein [Araoiaopsis unananaj 


Seq. No. 


297774 


Seq. ID 


LIB3150-042-Q1-N1-C10 


Method 


BLASTX 


XI f~* o T /"» X 

NCBI GI 


_ a fi neon 

g4oiybJy 


BLAST score 


o o r\ 

J20 


E value 


o . ue- ju 


Match length 


no 

ys 


% identity 


64 


NCBI Description 


(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 




domestical 




297775 


Seq. ID 


LIB3150-042-Q1-N1-C11 


Method 


BLASTX 


NCBI GI 


g82694 


BLAST score 


336 


E value 


1.0e-31 


Match length 


106 


% identity 


69 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 




maize (fragment) >gi_293889 (L13432) 



41783 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengtfr 

% identity 

NCBI Description 



glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 
297776 

LIB3150-042-Q1-N1-C8 

BLASTX 

g2459420 

200 

5.0e-16 

53 
79 

(AC002332) 
thaliana] 



putative ribosdmal protein L17 [Arabidopsis 



yl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297777 

LIB3150-042-Q1-N1-D4 

BLASTX 

g3201611 

145 

5.0e-09 

42 

64 

(AC004669) unknown protein [Arabidopsis thaliana] 
297778 

LIB3150-042-Q1-N1-E2 

BLASTX 

gl35411 

305 

2.0e-52 
106 
98 

TUBULIN 
chain - 
alpha2- 



ALPHA-2 CHAIN >gi_82732_j?ir S15772 tubulin alpha-2 

maize >gi_22148_emb_CAA33733_ (X15704) 
tubulin [Zea mays] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297779 

LIB3150-042-Q1-N1-E3 

BLASTX 

gl41616 

254 

6.0e-22 

88 

57 

ZEIN-BETA' PRECURSOR (16 KD) 
>gi_168662 (M12147) 



(ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297780 . 

LIB3150-042-Q1-N1-E4 

BLASTX 

gl00925 

155 

9.0e-ll 

49 

59 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 



41784 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



297781 

LIB3150-042-Q1-N1-E9 

BLASTX 

gl346109 

254 

4.0e-22 

91 

59 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA074 04_ (D38231) 
RWD [Oryza sativa] 

297782 

LIB3150-042-Q1-N1-G10 

BLASTX 

g310317 

330 

8.0e-31 

110 

59 

(L19598) beta-tubulin [Oryza sativa] 
297783 

LIB3150-042-Q1-N1-G11 

BLASTX 

g4415992 

182 - 

1.0e-24 

99 

65 

(AF059288) beta-tubulin 2 [Eleusine indica] 



297784 

LIB3150-042-Q1-N1-H9 

BLASTN 

g2773153 

62 

2.0e-26 

90 

92 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



297785 

LIB3150-043-Q1-N1-C10 

BLASTX 

gl22070 

388 

9.0e-38 

82 

95 

HISTONE H3 >gi_82483_pir A25564 histone H3 - rice 

>gi_169793 (M15664) histone 3 [Oryza sativa] >gi_940018 
(U25664) histone H3 [Oryza sativa] 

297786 

LIB3150-043-Q1-N1-E10 



41785 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g255'4835 

277 ' 

3.0e-25 

65 

80 

Chain I, Acetohydroxy Acid Isomeroreductase Complexed With 
Nadph, Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554836_pdb_lYVE_J Chain J, ■ 
Acetohydrpxy. Acid Isomeroreductase Complexed With Nadph, 
Magnesium' And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554837_pdb_lYVE_K Chain K, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554838_pdb_lYVE_L Chain L, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) 

297787 

LIB3150-043-Q1-N1-E5 

BLASTX 

gl21472 

225 

1.0e-18 
104 

44 . 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precurso 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

297788 

LIB3150-043-Q1-N1-F3 
BLASTX * 
g3927831 
281 

5.0e-25 

91 

55 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297789 

LIB3150-043-Q1-N1-G10 

BLASTX 

gl711567 

194 

7.0e-25 

92 

62 

ELONGATION FACTOR 1 -ALPHA 2 (EF-l-ALPHA-2 ) (STATIN SI) 

>gi_112321j?ir A40389 translation elongation factor eEF-1 

alpha chain (clone pSl) - rat >gi_1083500_pir JC2445 

translation elongation factor eEF-1 alpha-like protein SI 



41786 



mouse >gi_206438 (M62751) statin-related protein [Rattus 
norvegicus] >gi_1220410 (L26479) elongation factor-1 alpha 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297790 

LIB3150-043-Q1-N1-G7 

BLASTX 

gl35411 

441 

5.0e-44 
106 
82 

TUBULIN 
chain - 
alpha2- 



ALPHA-2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

maize >gi_22148_emb_CAA33733_ (X15704) 
tubulin [Zea mays] 



297791 

LIB3150-044-Q1-N1-B10 

BLASTN 

g2104711 

307 

1.0e-172 

323 

99 

Zea mays endosperm specific protein mRNA, complete cds 
297792 

LIB3150-044-Q1-N1-B11 

BLASTN 

g2104711 

126 

1.0e-64 

194 

92 

Zea mays endosperm specific protein mRNA, complete cds 
297793 

LIB3150-044-Q1-N1-D11 

BLASTX 

g3163946 

383 

7.0e-40 

81 

91 

(AJ005599) alpha-tubulin 1 [Eleusine indica] 
297794 

LIB3150-044-Q1-N1-E5 

BLASTX 

gll73218 

196 

1.0e-21 

81 

71 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq; No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297795 

LIB3150-044-Q1-N1-E7 

BLASTN 

gl68484 

212 

1.0e-116 

300 

93 

Maize endosperm glutelin-2 gene, complete cds 
297796 

LIB3150-044-Q1-N1-F3 

BLASTX 

g606751 

172 ■ ' . 

3.0e-12 

60 

57 

(L34934) RNA binding protein [Drosophila melanogaster] 
297797 

LIB3150-044-Q1-N1-F7 

BLASTX 

gl29916 

164 

1.0e-17 

64 

70 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911j?ir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835__emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

297798 

LIB3150-045-Q1-N1-B1 

BLASTN 

g531057 

41 

8.0e-14 

85 

87 

Wheat mRNA for protein H2B-8, complete cds 
297799 

LIB3150-045-Q1-N1-D2 

BLASTX 

gll3621 

150 

3.0e-10 

45 ■'- ' 

69 

FRUCTOSE-BIS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_j?ir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 
bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 



41788 



cytoplasmic aldolase [Zea mays] 



beg. NO. 


0 Q"7 onn 
z y / oUU 


Seq. ID 


LIB3150-045-Q1-N1-D3 


Method 


BLASTX 


NCBI GI 


g3024506 


BLAST score 


0 f\ f\ 
Zvu 


E value 


1 . Oe-15 


Match length 


79 


% identity 


C A 

0 4 ... 


NCBI Description 


RAS-RELATED PROTEIN RAB11A >gi bZJooZ [LZyZfl) Nt-Rabl 




gene product [Nicotiana tabacum] 


beq. No. 


O Q"7 Q n 1 

z y /oui 


Seq. ID 


LIB3150-045-Q1-N1-F1 


Method 


BLASTN 


NCBI GI 


g2345153 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


0 0 
00 


% identity 


86 


NCBI Description 


Zea mays ribsomal protein S4 (rps4) mRNA, complete cds 


beq. no. 


z y / tjuz 


Seq. ID 


LIB3150-045-Q1-N1-F7 


Method 


BLASTN 


NCBI GI 


g434325 


BLAST score 


60 


E value 


O — . 0 c 

3 . 0e-25 


Match length 


1 c 0 

152 


% identity 


85 


NCBI Description 


Z.mays mRNA gsl-2 for glutamine synthetase 


beq. No. 


z y /oUj 


Seq. ID 


LIB3150-045-Q1-N1-H2 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


0 c 

35 


E value 


1 . 0e-10 


Match length 


59 


% identity 


90 


NCBI Description 


Zea mays brittle-1 protein (btl) mRNA, complete cds 


beq. no. 


Zy / oU4 


O64. -LU 


T TP^1 ^H — f!4 ^— HI —Ml — HQ 


Method 


BLASTX 


NCBI GI 


gl946355 


BLAST score 


210 


E value 


7.0e-30 


Match length 


122 


% identity 


57 


NCBI Description 


(U93215) maize transposon MuDR mudrA protein isolog 



[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



297805. 

LIB3150-046-Q1-N1-A6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll8104 

188 

1.0e-14 

37 
97 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) - 

maize >gi_1684 61 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

297806 

LIB3150-04 6-Q1-N1-A9 

BLASTX 

g3845207 

147 

2.0e-09 

75 

45 

(AE001400) asparaginyl-tRNA synthetase 
falciparum] 



(00, TP ) [ Plasmodium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match" length 

% identity 

NCBI Description 



297807 

LIB3150-04 6-Q1-N1-B1 

BLASTX 

gl41616 

215 

2.0e-24 

107 

62 

ZEIN-BETA PRECURSOR 
>gi_168662 (M12147) 



(16 KD) (ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 

Method *■'"'''"■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297808 

LIB3150-046-Q1-N1-B8 

BLASTX 

g4204309 

255 

6.0e-22 

94 

56 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297809 

LIB3150-04 6-Q1-N1-C3 

BLASTX 

gll84774 

524 

2.0e-53 

119 

88 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 



297810 
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Seq. ID 


LIB3 150-0 4 6-01 -N1-E6 




RLA°,TX 


NCBI GI 


g3413165 


BLAST score 


193 


E value 


2.0e-15 


Mp"t"ph 1 pncrth 


74 


St H Hpnt" i +* \/ 


62 




f AJfll fl??4 ) crl urpra 1 dph vdp Vnhosnhai'P dphvdrocrpnAsp 




cytosolic [Cicer ariet inum] 


Con No 


ZJ I \J X X 


Can TD 


LIB3150-04 6-O1-N1-H11 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


97 


J— i v ai. uc 


4.0e-47 




177 


TS 1UC11LX Ly 


O J 


NPRT Dp Qfr *i i nn 


Mai 7P 7pP rrpriP fnr 7Pin 7,n0 (Oft kn rr"in1~p'l"in — 


Con No 


9Q78 1 9 


Seq. ID 


LI B3 150-0 4 6-01-N1-H3 


Method 


BLASTN 


NTRT QT 


cr4874248 


Diinox score 


J .7 


E value 


2.0e-12 


Match length 


51 


% identity 


94 


NCBI Description 


Zea mays defender against cell death 1 (dadl) mRNA, 




cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297813 

LIB3150-047-Q1-N1-E9 

BLASTX 

g2498077 

154 

2.0e-23 

87 

76 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum officinarum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



297814 

LIB3150-047-Q1-N1-F11 

BLASTX 

gl23620 

174 

6.0e-13 

98 

52 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 



297815 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-047-Q1-N1-F4 

BLASTX 

g3122386 

254 

4.0e-22 

62 

79 

WD-40 REPEAT PROTEIN MSI1 >gi_2394227 (AF016845) 
repeat protein [Lycopersicon esculentum] 



WD-40 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297816 

LIB3150-047-Q1-N1-H7 

BLASTX 

g4586111 

194 

8.0e-15 

82 

57 

(AL04 9638) putative protein [Arabidopsis thaliana] 
297817 

LIB3150-048-Q1-N1-B10 

BLASTX 

g2245136 

154 

9.0e-ll 

64 

44 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

297818 

LIB3150-048-Q1-N1-C7 

BLASTX 

gll84776 

271 

3.0e-24 

67 

82 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenas 
GAPC4 [Zea mays] 

297819 

LIB3150-048-Q1-N1-C9 

BLASTX 

gll84774 

248 

6.0e-32 
78 

95 , 

. ( U4 58 5 6 ) cytosolic: glyceroldehyde-3-phosphat e dehydrogenas 
GAPC3 [Zea mays] 

297820 

LIB3150-048-Q1-N1-D1 

BLASTN 

gl68606 
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BLAST score 


53 


E value 


3.0e-21 


Matcn lengtn 


1 CiA 


% identity 


Q Q 
OO 


NCBI Description 


Zea mays mitochondrial Rieske 




cds 


Seq. No. 




beq. iu 


LIdjIjU o yi JN1 r ^ 


MetinoQ 




NCBI GI 


g4104060 


BLAST score 


316 


E value 


o . ue~z y 


Matcn lengtn 


llz 


% identity 


c c 


NLbi Description 


^Acuoi^Jij oZZi [iriLicum aes 


C « «■ XT a 

Seq. No. 


^y fozz 


beq. ±D 




jyietnoa 


DT 2\QTM 
OLirio 1 IN 


MPDT (IT 


ni fift 4 1 Q 
y j. uq *a x ^ 


BLAST score 


64 


E value 


1.0e-27 


Match length 


108 


% identity 


90 


NCBI Description 


Maize (Z.mays) aldolase mRNA, 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297823 

LIB3150-048-Q1-N1-H5 

BLASTX 

gl076800 

317 

3.0e-29 

68 

90 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34 934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297824 

LIB3150-04 9-Q1-N1-A3 

BLASTX 

g2944417 

318 

2.0e-29 

98 

64 

(AF049881) peroxidase FLXPER4 [Linum usitatissimum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297825 

LIB3150-04 9-Q1-N1-A5 

BLASTX 

gll84776 

377 

3.0e-36 . 
107 
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% identity 75 

NCBI Description (U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenas 
GAPC4 [Zea mays] 



Seq. No. 


297826 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g22oolol 


BLAST score 


*3 o a 


E value 


o ft. — . *3 ft. 

2.0e-30 - 


Match length 


111 


% identity 


b4 


NCBI Description 


(AF007580) translation initiation factor [Zea mays] 


Seq. no. 




Seq. ID 


LIB3150-04 9-Q1-N1-C9 


Method 


BLASTX 


NCBI GI 


gl345587 


BLAST score 


324 


E value 


4.0e-32 


Match length 


y / 


% identity 


79 


NCBI Description 


14-3-3-LIKE PROTEIN GF14-6 >gi_998430_bbs_164522 (S77133 




GF14-6=14-3-3 protein nomolog LZea mays, XLbtJ, Peptide, . 




aa] [Zea mays] 


Seq. No. 


297828 


Seq. ID 


T moi Crt ft. VI 0 /"\ 1 X1 1 r» /t 

LIB31O0-04 y-Ql-Nl-D4 


Method 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


479 


E value 


3. Oe-48 


Match length 


123 


% identity 


76 


NCBI Description . 


PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 




(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 




>gi 68408jpir CSZM peptidylprolyl isomerase (EC 5.2.1.8 




maize >gi 1684 61 (M55021) cyclophilin [Zea mays J 




>gi 829148 emb CAA48638_ (X68678) cyclophilin [Zea mays] 


Seq. No. 


297829 


Seq. ID 


TTnOICft. ft. VI ft. A1 'KT 1 T~l "1 

LIB3150-04 9-Q1-N1-E1 


Method 


BLASTX 


NCBI GI 


g2464864 


BLAST score 


z4z 


E value 


1 . Oe-20 


Match length 


96 


% identity 




NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


297830 


Seq. ID 


LIB3150-049-Q1-N1-E12 


Method 


BLASTX 


NCBI GI 


g4539006 


BLAST score 


424 


E value 


7.0e-42 


Match length 


123 



41794 



% identity 

NCBI Description 



67 

(AL049481) putative protein ' [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
_NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



297831 

LIB3150-04 9-Q1-N1-E7 

BLASTX 

gl35411 

514 

2.0e-52 

109 

90 

TUBULIN ALPHA- 2 CHAIN >gi_82732j?ir S15772 tubulin alpha- 
chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 

297832 

LIB3150-04 9-Q1-N1-F11 

BLASTX 

g4193320 

405 

1.0e-39 

119 

67 

(AF045473) histone deacetylase [Zea mays] 
297833 

LIB3150-04 9-Q1-N1-F9 

BLASTX 

gl34598 

471 

2.0e-47 

98 

100 

SUPEROXIDE DISMUTASE-4AP (CU-ZN) 
297834 

LIB3150-04 9-Q1-N1-G4 

BLASTX 

g4039155 

162 

4.0e-ll 

110 
44 

(AF104258) putative copper-inducible 35.6 kDa protein 
[Festuca rubra] 

297835 

LIB3150-04 9-Q1-N1-G5 

BLASTX 

gll2994 

262 

8.0e-23 

82 

71 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077_ (X12564) 



41795 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene 

mays] 

297836 

LIB3150-050-Q1-N1-B9 

BLASTX 

g3242789 

472 

2.0e-47 
130 
62 

(AF055357) 
thaliana] 



'Zea 



respiratory burst oxidase protein D [Arabidopsis 



03 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297837 

LIB3150-050-Q1-N1-C11 

BLASTX 

gl709619 

259 

1.0e-22 

99 

56 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GLYCOTRANSFERASE 
( GLYCOS YLATION SITE-BINDING CHAIN) (GSBP) 

>gi_2146814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea r mays] 

297838 

LIB3150-050-Q1-N1-D11 

BLASTX 

gl321661 

265 

2.0e-23 

60 

85 

(D45423) ascorbate peroxidase [Oryza sativa] 
297839 

LIB3150-050-Q1-N1-D8 

BLASTX 

gl350986 

202 

5.0e-16 

69 

64 

4 OS RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 
>gi_483431_dbj_BAA05059_ (D26060) cyc07 [Oryza sativa] 

297840 

LIB3150-050-Q1-N1-D9 

BLASTX 

g629861 

209 

3.0e-21 



41796 



Match length 

% identity 

NCBI Description 



76 
80 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297841 

LIB3150-050-Q1-N1-E6 

BLASTX 

g4585900 

228 - 

7.0e-19 

76 

68 

(AC007133) putative histone H2A [Arabidopsis thaliana] 
297842 

LIB3150-050-Q1-N1-F1 

BLAST N 

g3015620 

39 

1.0e-12 

63 

90 

Zea mays low molecular weight heat shock protein precursor 
(hsp22) mRNA, nuclear gene encoding mitochondrial protein, 
complete cds 



Seq. No. 


297843 


Seq. ID 


LIB3150-050-Q1-N1-F7 


Method 


BLASTX 


NCBI GI 


g4455283 


BLAST score 


178 


E value 


1.0e-17 


Match length 


97 


% identity 


55 


NCBI Description 


(AL035527) LI specific homeobox < 




homeobox protein A20 [Arabidopsi, 


Seq. No. 


297844 


Seq. ID 


LIB3150-050-Q1-N1-G10 


Method 


BLASTX 


NCBI GI ■ 


gl658313 


BLAST score 


206 


E value 


2.0e-23 


Match length 


85 


% identity 


34 


NCBI Description 


(Y08987) osr40g2 [Oryza sativa] 


Seq. No. 


297845 


Seq. ID 


LIB3150-050-Q1-N1-G11 


Method 


BLASTN 


NCBI GI 


g260552 


BLAST score 


34 


E value 


1.0e-09 


Match length 


38 


% identity 


97 


NCBI Description 


Wx (wx-B2) { transposable element 



[Zea 



41797 



niays=corn, Transposon Mutant, 150 nt] 



Seq. No. 


297846 


Seq. ID 


LIB3150-050-Q1-N1-H11 


Method 


BLASTX 


NCBI GI 


gl885348 


BLAST score 


159 


E value 


3. Oe-11 


Match length 


47 


% identity 


77 


NCBI Description 


(X91515) histone.H4 [T: 


Seq. No. 


297847 


Seq. ID 


LIB3150-050-Q1-N1-H9 


Method 


BLASTX 


NCBI GI 


gl346251 


BLAST score 


208 


E value 


2.0e-16 


Match length 


53 


% identity 


79 


NCBI Description 


HISTONE H2B.4 >gi_5778: 




[Zea mays] 


Seq. No. 


297848 


Seq. ID 


LIB3150-051-Q1-N1-B9 


Method 


BLASTX 


NCBI GI - 


gl709000 


BLAST score 


422 


E value 


1.0e-41 


Match length 


88 


% identity 


92 



577819 emb CAA49585 (X69961) H2B histone 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297849 

LIB3150-051-Q1-N1-C10 

BLASTX 

gl33961 

260 

1.0e-22 

68 

78 

40S RIBOSOMAL PROTEIN S4 (OMNIPOTENT SUPRESSOR PROTEIN 

SUP44) (RP12) (S2E) >gi_70888 jpir R3BYS2 ribosomal protein 

S2.e - yeast (Saccharomyces cerevisiae) >gi_172793 (M59375) 
ribosomal protein S4 [Saccharomyces cerevisiae] 
>giJL322683_emb_CAA96831_ (Z72645) ORF YGL123w 
[ Saccharomyces cerevisiae ] >gi_l 62845 l_emb_CAA63 8 35_ 
(X94106) SUP44 [Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



297850 

LIB3150-051-Q1-N1-C7 

BLASTX 

g3334756 

224 



41798 



E value 


2.0e-18 


Matcn lengtn 


oo 


% identity 


3 / 


NCBI Description 


(Y16672) putative arginine/serine— rich splicing factor 




LIYlcUlCayO oativaj 


Seq. No. 


zy / o3i 


beq. iu 


LIdjIjU UjJ. yl Wl Uj 


Method 


T3T 7VCTY 


NCBI GI 


g / JUbob 


BLAST score 


529 


E value 


2.0e-54 


Matcn lengtn 


IU j 


% identity 


y / 


NCBI Description 


bub KlbUbUMAL rKUlCjlN liZJ >gi JlUyoJ (LloyiOJ DUb riDOSOIuai 




protein suounix. jji / [Nicouiana i.aDacuinj 


Seq. No. 


z9/ooz 


beq. iu 


t td*51 _A1 _Ml —CZ 


Method 


T3T A C rp vr 

BLAb IX 


NLDl bl 


gi i o *t / / o 


BLAST score 


598 


E value 


3.0e-62 


Matcn lengtn 


1 1 A 

114 


% identity 


1UU 


NCBI Description 


(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 




bArC4 [Ziea mays j 


Seq. No. 


zy /ob J 


beq. ±u 


JjIdJIOU — UO i— yi— InI — HO 


Method 


BliASTX 


NCBI GI 


g2293566 


BLAST score 


185 


E value 


z . ue— 10 


Match length 


JJ 


% identity 


96 


NCBI Description 


(Aruizoybj AUr— riDosyiationv ractor 1 [uryza sativa j 


Seq. No. 


297854 


beq. iu 


T TDT1 HRO ri1 XT 1 DO 

LI hi JloU-Uo^-yi-Nl-bz 


Metnoa 


DT A C TV 




al22087 


BLAST score 


471 


E value 


3.0e-47 


Match length 


120 


% identity 


81 


NCBI Description 


HI STONE H3 >gi 81849jpir S04520 histone H3 (clone pH3c-l) 



- alfalfa >gi_82609_pir A26014 histone H3 - wheat 

>gi_19607_emb_CAA31964_ (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_emb_CAA31965_ (X13674) histone 
H3 (AA 1-1*36) [Medicago sativa] >gi_21797_emb_CAA25451_ 
"(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3 . 1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 



Seq. No. 
Seq. ID 



297855 

LIB3150-052-Q1-N1-B5 



41799 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX. 

gll84774 

594 

1.0e-61 

114 

99 

(U45856) 



cytosolic glyceroldehyde-3-phosphate dehydrogena 



GAPC3 [Zea mays] 
297856 

LIB3150-052-Q1-N1-C2 

BLASTN 

g22144 

171 

1.0e-91 

218 

96 

Maize anaerobically regulated gene for fructose 
bisphosphate aldolase (EC 4.1.2.13) 

297857 

LIB3150-052-Q1-N1-E12 

BLASTX 

gl31772 

378 

2.0e-36 . ' 

109 

74 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 (clone MCH1) 

maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297858 

LIB3150-052-Q1-N1-G11 

BLASTX 

gl22022 

157 

1.0e-10 

60 

60 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 

297859 

LIB3150-052-Q1-N1-G3 

BLASTX 

gl33867 

493 

6.0e-50 

120 

78 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 



297860 



41800 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-053-Q1.-N1-A6 

BLASTX 

g70644 

592 

1.0e-61 

125 

18 

ubiquitin precursor - common sunflower (fragment) 
297861 

LIB3150-053-Q1-N1-A7V 

BLASTX 

g3914402 

247 

3.0e-21 

97 

57 

PROTOPORPHYRINOGEN OXIDASE, CHLOROPLAST PRECURSOR (PPO I) 
(PROTOPORPHYRINOGEN IX OXIDASE ISOZYME I) (PPX I) 
>gi_2370333_emb_CAA73865_ (Y134 65) protoporphyrinogen 
oxidase [Nicotiana tabacum] 

297862 

LIB3150-053-Q1-N1-D10 
BLASTX 

gl20670 .^r 
495 

3.0e-50 

121 

82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 

.297863 

LIB3150-053-Q1-N1-D8 

BLASTX 

g266398 

169 

3.0e-12 

62 

55 

TRYPSIN/ FACTOR XI IA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_6884 9_pir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 

297864 

LIB3150-053-Q1-N1-E12 

BLASTX 

g2864625 

522 

2.0e-53 
112 

86. . 
(AL021811) putative protein [Arabidopsis thaliana] 



41801 



Seq. No. 


zy 1 0 DO 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g70644 


BLAST score 


zy 1 


E value 


1 . Oe-26 


Match length 


94 


% identity 




NCBI Description 


ubiquitin precursor. - 


Seq. No. 


zy / ODD 


beq. id 


T Tmi HQy1_nl —Ml —Til fl 


Method 


O T 7\ C rnv 

BLiASTX 


NCBI GI 


g4oUo4 91 


BLAST score 


281 


E value 


4 . Oe-25 


Match length 


89 


% identity 


63 


NCBI Description 


■ replication factor C 




>gi 1703052 sp P35249 




(REPLICATION FACTOR C 




(RF-C 3 / KD SUBUNIT) 




replication factor C, 


Seq. No. 


29 /bo / 


oeq. xu 


t th*}i <^n— ri'^4— m —Mi —no 

•■ LlDjlOU yi INI 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 



NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
*% identity 
NCBI Description 



297868 

LIB3150-054-Q1-N1-D7 

BLASTX 

gl654140 

340 

5.0e-32 

101 

57 

(U37840) lipoxygenase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297869 

LIB3150-054-Q1-N1-D8 

BLASTX 

g3548802 

149 

4.0e-10 

41 
66 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



41802 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297870 

LIB3150-054-Q1-N1-G11 

BLASTX 

g399854 

241 

2.0e-20 

71 

73 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 

297871 

LIB3150-054-Q1-N1-G5 ■■ 

BLASTX 

g2492504 

156 

1.0e-10 

108 
41 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660_emb_CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 

297872 

LIB3150-054-Q1-N1-G6 

BLASTX 

g3608145 

186 

6.0e-14 

62 

63 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
297873 

LIB3150-054-Q1-N1-H10 
BLASTX vv: 

g4519539* - 
182 

1.0e-13 

64 

56 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297874 

LIB3150-055-Q1-N1-A9 

BLASTX 

g2266666 

380 

1.0e-36 

82 

83 

(Y14202) hypothetical protein 



[Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 



297875 

LIB3150-055-Q1-N1-D10 
BLASTN 



41803 



NCBI GI 


gl256711 


BLAST score 


74 


E value 


i.ue-33 


Match length 


22.4 


% identity 


82 


NCBI Description 


Zea mays O-methyltransf erase (OMT) gene, < 


Seq. No. 


o r\ ~7 O T /T 

297876 


Seq. ID 


LIB31oU-Ubo-Ql-Nl-A3 


Method 




NCBI GI 


g340933 


BLAST score 


60 


E value 


3 . Ue-^o 


Match length 




% identity 


96 


NCBI Description 


Zea mays 10-kDa zein gene, complete cds 


Seq. No. 


297877 


Seq. ID 


LIBo150-0dd-Q1-N1-Bd 


Method 


BLASTX 


NCBI GI 


gl666173 


BLAST score 


430 


E value 


1.0e-42 


Match length 


92 


% identity 


90 


NCBI Description 


(Y09106) transcription factor [Nicotiana ] 


Seq. No. 


297878 


Seq. ID 


LIB3150-056-Q1-N1-D3 


Method 


nt TV omv 

BliASTX 




gi l^jjj 


BLAST score 


495 


E value 


3.0e-50 


Match length 


99 


% identity 


99 


NCBI Description 


ENOLASE 1 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 



complete cds 



1) 

(2-PH0SPH0tD-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297879 

LIB3150-056-Q1-N1-D9 

BLASTX 

g464705 

162 

3.0e-ll 

32 

94 

40S RIBOSOMAL PROTEIN S13 >gi_419802_pir S30146 ribosomal 

protein S13.e - maize >gi_288059_emb_CAA44311_ (X62455) 
cytoplasmatic ribosomal protein S13 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297880 

LIB3150-057-Q1-N1-A6 

BLASTX 

gl632831 



41804 





BLAST score 


171 




Hi VCllUC 


X • \JXZ X £. 












ft Q 






(7. 4 Qfi Qfi \ orf fRi ri mis pmnTTiiin i si 




Ociri Ma 
OGCJ . INO . 


9Q7 Afil 




q prr T n 


LIB3150-057-O1-N1-B5 






BLASTX 




IN ^ O X VJ X 






D T ACT O^OVO 






Hi vai lie 


4 rio-2fi 




Match length 


67 




% identity 


88 






/AF033852} rvtnqol i r hpat qhork 70 nrotein* HSC70-3 






|_ OLJXiicLf_>xa uici auca j /yi tuuvfuo \**x ujioxv?/ luou j.xl» hoc* u 






chnr>V 7 H nrnl-oi n f<?ni naria nl eraroa 1 *>rH 9660770 fAF0^4fi17^ 
SnOuA, / U piULclIl [ opiHaLila UXciatccLJ "^y tOOw / / U \n£ UJ4 ox / J 






uyiuouiio ilea L oiiuoa. / \J l;iulciii l kj^-Liiciv^-i-ci wxcia^ca j 




oeq • lno . 


OQTOOO 




JC^i XL/ 


T.TR31 S0-057-O1 -N1 -Rfi 




Mpfhod 

LIU CllV/u 


BLASTX 


m 


NCBI GI 


g4580990 




BLAST score 


170 


f=S=% 


Hi VdlUc 


9 Otfi-1 4 










% identity 




fn 


UcauXipLlOIl 


/ A Ul 9 0 ^ ^ R ^ riiif a 4- -5 tta f ranennaaco r A T'aV"* "i Hone iQ ^ha 1 1 ar>s 1 
\r\E X^v j jj ^ L/Ll U cl L. X v L.X clIloLJOocLoc? [nl aJJXUUpoio Uliaiiaila j 




JClj . LNO . 




O 


q^rr Tn 

OC^ • -L YJ 


lilOJl Ju U J J Sc l- LNX O ZJ 






BLASTX 




Vi \^ D X OX 


a2911067 


~~ 


BLAST score 


160 


s 


E value 


3.0e-ll 




ndLun xfc;iiyi-ii 


PO 
0 u 




St i Wont - t "f - 


4fi 




LNlsfjX ucscripLiun 


/AT n O 1 Q^n^ nU-HamartoH HMZi— l^i -i nHi n /~r nrnf di n-1 i Vd TZi r*a "i Hnri one 
^nJjv^l^Ov J UV OdiuctyeU ULNrl XJXllUXIiy piULcXll X X A.C [nXaJJiuupoxo 






+-ha 1 n anal 






£. y / 0 0 4 




9prr TD 

JC^ ■ -L U 


LIB3 15 0-057 -01-N1-G10 




nc uuuu 


RT.A9TX 




NCBI GI 


g4056502 




BLAST score 


170 




E value 


3 np-1 ? 




LTloUCil -LtrllyLIl 


30 




ft -{/^^r^4"'i i ^"T» 

t> luentiLy 








fAfOOSRQfi^ 40^ rihnsnmal nrn^pin rArahi Hnnsi s fhsl ianal 
\ cw^yj \j j 0 j \j 1 tuu ixuuouiucii ^iulciii 0 [niajjxuupoxo tuai xaua j 




064 • LNO • 


OQ70OC 




Sea. ID 


LIB3150-057-Q1-N1-H9 




Method 


BLASTX 




NCBI GI 


g2340947 




BLAST score 


301 




E value 


5.0e-28 




Match length 


59 



41805 



.% identity 

NCBI Description 



100 

(X98497) ESRlgl [Zea mays] >gi_2340951_emb_CAA68230 
(X99968) ESRlg2 [Zea mays] 



Seq. No. 


297886 




LIB3150-058-O1-N1-A3 


rue cnuu 


RT.A9TX 


IN U D 1 Oi 




dt ACT cpriro 


S71 


E value 




riat.cn xengun 


1 1 c 
llJ 


T> lUCULliy 


97 




Rmn7P-? riT'ot'Pin — Mai ?p 


Seq. No. 


297887 


Seq. ID 


LIB3150-058-Q1-N1-B1 


Method 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


371 


E value 


1.0e-35 


Match length 


95 


% identity 


76 


NCBI Description 


PEPTIDYL- PROLYL CIS-TRANS 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(CYCLOPHILIN) {CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678). cyclophilin [Zea mays] 

297888 

LIB3150-058-Q1-N1-B11 

BLASTX 

gl620753 

156 

2.0e-10 

63 

48 

(U72942) proteinase inhibitor [Oryza sativa] 
>gi_2829212_gb_AAC00503_ (AF044059) proteinase inhibitor 
[Oryza sativa] 

297889 

LIB3150-058-Q1-N1-C10 

BLASTX 

g3790100 

213 

3.0e-17 

112 

49 

(AF095520) pyrophosphate-dependent phosphof ructokinase bet 
subunit [Citrus X paradisi] 

297890 

LIB3150-058-Q1-N1-E11 

BLASTX 

gll84776 

176 

5.0e-20 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
65 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenas 
GAPC4 [Zea mays] 

297891 

LIB3150-058-Q1-N1-F3 

BLASTN 

g3851527 

54 

2.0e-21 

141 

85 

Hordeum vulgare cultivar Bomi starch branching enzyme lib 
(sbellb) gene, nuclear gene encoding plastid protein, 
partial cds 



Seq. No. 


297892 


Seq. ID 


LIB3150-058-Q1-N1-G6 


Method 


BLASTX 


NCBI GI 


g2282584 


BLAST score 


457 


E value 


7.0e-46 


Match length 


103 * 


% identity 


Q 1 


NCBI Description 


(U76259) elongation factor 1-alpha [ 


Seq. No. 


297893 


Seq. ID 


LIB3150-059-Q1-N1-A8 


Method 


BLASTX 


NCBI' GI 


g82705 


BLAST score 


264 


E value 


3.0e-23 


Match length 


74 


% identity 


80 


NCBI Description 


lipid body-associated major protein : 




>gi_168513 (M17225) major protein L3 


Seq. No. 


297894 


Seq. ID 


LIB3150-059-Q1-N1-B10 


Method - 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


341 


E value 


4.0e-34 


Match length 


97 


% identity 


77 


NCBI Description 


PEPT IDYL- PROLYL CIS-TRANS ISOMERASE 



[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148__emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

297895 

LIB3150-059-Q1-N1-C10 

BLASTX 

gll84776 

569 
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E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



-7.0e-59 
108 
100 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

297896 

LIB3150-059-Q1-N1-C11 

BLASTX 

gl33867 

258 

1.0e-22 

83 

64 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

297897 

LIB3150-059-Q1-N1-C8 

BLASTX 

gl34613 

321 

9.0e-30 

74 

84 

SUPEROXIDE DISMUTASE-2 (CU-ZN) >gi_82727_pir A29077 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) 2 -'maize 
>gi_168620 (M54936) superoxide dismutase 2 [Zea mays] 
>gi_168622 (M15175) SOD2 protein [Zea mays] 

297898 

LIB3150-059-Q1-N1-D10 

BLASTX 

gl29916 

238 

3.0e-20 

60 

80 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

297899 

LIB3150-059-Q1-N1-D11 

BLASTX 

g3334138 

269 

5.0e-28 

94 

66 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 

297900 

LIB3150-059-Q1-N1-D12 
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netnou 


RT A^TY 
OJ_triO 1 A 


NCBI GI. 


g3983663 


BLAST score 


554 


E value 


A flo— R7 


Match length 


1 OA 


% identity 


0 0 


jnudi uescripLion 


/ARni197fi\ imnnrf-i n-hoha1 rOn/7a cai"i wa 1 


Seq. No. 


9 Q7 Gfll 

z y / yu± 


c QrT in 
oeq. iu 




Method 




NCBI GI 


g899607 


BLAST score 


50 


tj vaiue 


1 . US 17 


Matcn lengtn 


OA 
y *± 


% laenuity 


rq 

DO 


LNL-DX. UcbLIipLlull 


tied Ulaya pUXyUU-LLjU J. L J.I1 ^l\IUJJV_,.J J ULTVLNrtj CvJilip J.C Li 


oeg. mo. 


zy / yuz 


oeq. iu 


t tr^i ^n-n^fi-ni -mi -r? 

LlDjljU UDU INI 




RT A<?TY 


NCBI GI 


g4056483 


BLAST score 


146 


E value 


i . ue uy 


Match length 


"7 1 


% laentity 


A Q 


in^dj. uescripLion 




beg. no. 


zy / yu j 




LlDJiJU UDU INI 




RT A^TY 
DXxriO x a 


MPDT PT 

INUDX. bi 


rr9Q1 d"7nn 
gz yx.** / uu 


BLAST score 


261 


E value 


3.0e-23 


Match length 


CO 
JO 


% identity 


Q >1 


NCBI Description 


(Auuuoy/4) tKxNA-processing protein obNj-iiKe 




■J~ViaT l 3 1 


C « XT a 

beg. no. 


z y / yu4 


oeg. ±u 


t tr^i Rn— n^n— ni —mi — m n 
lxdjiou udu yx INX uxu 




RT SCTY 
DXinO X A 




y 1X04 / / D 


BLAST score 


177 


E value 


1.0e-17 


Matcn xengtn 


DX 


$ luentity 




NCBI Description 


(U45857) cytosolic glyceroldehyde-3- phosphat* 




oMirV^fl [tica ulays J 


Seg. No. 


9 Q*7 Qfi R 

zy / yuo 




TiTR^l SO-Ofifl-Ol -Ml -Fft 


Method 


BLASTX 


NCBI GI 


g2642213 


BLAST score 


159 


E value 


2.0e-14 


Match length 


45 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 . 

(AF030385) nitrate-induced NOI protein [Zea mays] 
>gi_2895781 (AF045033) nitrate-induced NOI protein [Zea 
mays] 

297906 

LIB3150-060-Q1-N1-H10 

BLASTX 

gll84776 

151 

4.0e-10 

58 

47 

(U45857 
GAPC4 [ 



) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
Zea mays] 



297907 

LIB3150-061-Q1-N1-D1 

BLASTX 

gl35398 

272 

2.0e-34 

94 

76 

TUBULIN 
chain - 
alphal- 



ALPHA-1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

maize >gi_22147_emb_CAA33734_ (X15704) 
tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297908 

LIB3150-063-P2-K1-A8 

BLASTN 

gl575127 

92 

2.0e-44 

136 

92 

Zea mays lumenal binding protein cBiPe2 mRNA, complete cds 
297909 

LIB3150-063-P2-K1-H6 

BLASTN 

gl037129 

8.0e-25 

83 • 
93 

(gamma-zeinA) =opaque2 modifier {5 1 region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

297910 

LIB3150-064-P1-N1-A5 

BLASTX 

gl708107 

312 

1.0e-28 

87 

76 
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NCBI Description HI STONE H2B >gi_473605 (U08226) histone H2B [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297911 

LIB3150-064-P1-N1-B8 

BLASTX 

g2828280 

400 

5.0e-39 
101 

72 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297912 

LIB3150-064-P1-N1-H1 

BLASTX 

gll3460 

291 

3.0e-26 

84 

70 

ADP,ATP CARRIER PROTEIN 2 PRECURSOR (ADP/ATP TRANSLOCASE 2) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 2) (ANT 2) 

>gi_100851jpir S16568 ADP, ATP carrier protein precursor - 

maize >gi_22164_emb_CAA41812_ (X59086) adenine nucleotide 
translocator [Zea mays] 



Seq. No. 


297913 


Seq. ID 


LIB3150-064-P2-K1-B5 


Method 


BLASTN 


NCBI GI 


g902585 


BLAST score 


38 


E value 


3.0e-12 


Match length 


46 


% identity 


96 


NCBI Description 


Zea mays clone MubG9 ubiquitin gene, complete cds 


Seq. No. 


297914 


Seq. ID 


LIB3150-064-P2-K1-B7 


Method 


BLASTN 


NCBI GI 


g2340954 


BLAST score 


193 


E value 


1.0e-104 


Match length 


213 


% identity 


98 


NCBI Description 


Z.mays ESR3g2 gene, clone L42a4 


Seq. No. 


297915 


Seq. ID 


LIB3150-064-P2-K1-D8 


Method 


BLASTX 


NCBI GI 


g4519539 


BLAST score 


153 


E value 


5.0e-14 


Match length 


124 


% identity 


39 


NCBI Description 


(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 



41811 



domes tica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297916 

LIB3150-064-P2-K1-F4 

BLASTX 

g2829869 

249 

3.0e-21 

69 

65 

(AC002396) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

297917 

LIB3150-064-P2-K1-G2 

BLASTN 

gll84775 

40 

2.0e-13 

72 

89 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC4 
(gpc4) mRNA, complete cds 

297918 

LIB3150-064-P2-K1-H6 

BLASTN 

g606969 

35 

2.0e-10 

71 

87 

Arabidopsis thaliana cytoplasmic ribosomal protein L18 
mRNA, complete cds 



Seq. No. 


297919. 


Seq. ID 


LIB3150-065-P2-K1-A3 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


154 


E value 


3.0e-10 


Match length 


39 


% identity 


79 


NCBI Description 


(D45423) ascorbate peroxidase [Oryza sativa] 


Seq. No. 


297920 


Seq. ID 


LIB3150-065-P2-K1-B10 


Method 


BLASTN 


NCBI GI 


g3851000 


BLAST score 


151 


E value 


2.0e-79 


Match length 


267 


% identity 


90 


NCBI Description 


Zea mays pyruvate dehydrogenase El beta subunit 



mRNA, 
cds 



nuclear gene encoding mitochondrial protein, complete 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297921 

LIB3150-065-P2-K1-B7 

BLASTX 

g2459446 

232 

1.0e-19 

90 

52 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297922 

LIB3150-065-P2-K1-C11 

BLASTX 

gl350983 

211 

1.0e-16 

86 

51 

40S RIBOSOMAL PROTEIN S3A (CYC07 PROTEIN) 
297923 

LIB3150-065-P2-K1-C6 

BLASTN 

gl68584 

80 

5.0e-37 

215 

92 

Corn pyruvate, orthophosphate dikinase gene, exons 2-19 
297924 

LIB3150-065-P2-K1-D5 

BLASTX 

g2129553 

319 

2.0e-29 
79 

72. 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
297925 

LIB3150-065-P2-K1-F4 

BLASTN 

gl68419 

82 

2.0e-38 

155 

89 

Maize (Z.mays) aldolase mRNA, complete cds 
297926 

LIB3150-065-P2-K1-G3 

BLASTN 

gl917018 

80 ^ 
6.0e-37 
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e 

B 
O 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
90 

Zea mays ribosomal protein S6 RPS6-1 (rps6-l) mRNA, 
complete cds 

297927 

LIB3150-065-P2-K1-G8 

BLASTN 

g22312 

52 

2.0e-20 

180 

83 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 

297928 

LIB3150-066-P1-N1-A10 

BLASTX 

g2181180 ■ 

144 

3.0e-09 

80 

35 

(Z84377) xylosidase [Aspergillus niger] 
297929 

LIB3150-066-P1-N1-B3 

BLASTX 

gll84774 

326 

1.0e-30 

69 

91 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 


297930 


Seq. ID 


LIB3150-066-P1-N1-F1 


Method 


BLASTN 


NCBI GI 


gl276936 


BLAST score 


52 


E value 


1.0e-20 


Match length 


76 


% identity 


92 


NCBI Description 


Zea mays USDA Ames 8212 


Seq. No. 


297931 


Seq. ID 


LIB3150-066-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


g!658315 


BLAST score 


347 


E value 


7.0e-33 


Match length 


99 


% identity 


69 


NCBI Description 


(Y08988) osr40g3 [Oryza 



41814 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297932 

LIB3$50-066-P2-Kl-A6 

BLASTX 

gl498064 

251 

2.0e-21 

81 

63 

(U64825) AtEl [Arabidopsis thaliana] 
297933 

LIB3150-066-P2-K1-G10 

BLASTN 

g2282583 

84 

2.0e-39 

152 

89 

Zea mays elongation factor 1-alpha (EF1-A) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297934 

LIB3150-066-P2-K1-G4 

BLASTN 

g296203 

43 

6.0e-15 

79 

89 

P. miliaceum mRNA for alanine 



aminotransferase 



Seq* No. 
Seq. ID 



297935 

LIB3150-066-P2-K1-H2 . 

BLASTX 

g464707 

283 

3.0e-25 

70 

77 

40S RIBOSOMAL PROTEIN S18 >gi_480908jpir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA822 % 74_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

297936 

LIB3150-067-P1-N1-E2 
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Method 

NtBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g82512 
171 

2.0e-12 

37 

47 

ubiquitin precursor - rice (fragment) 

>gi_218189_dbj_BAA02241_ (D12776) poly-ubiquitin [Oryza 
sativa] 





Seq. No. 


ft C%1 ft O ^ 

13 1331 
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Method 
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BLAST score 
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E value 


1.0e-8 6 




Match length 


289 




% identity 


by 




NCBI Description 


Z . mays P gene 


-JQ 


Seq. No. 


2.3 13 So 




Seq. ID 


LIB3150-067-P2-K1-A6 


Ssr " 
ft* 


Method 


BLASTX 




NCBI GI 


— ft CI T C^l 

gzollojl 




BiiAbi score 


iy / 




. E value 


.ft ft — 1 c 

9 . Oe-16 




"feMatch length 


49 




% identity 


73 




NCBI Description 


(AF00812Q) alpha tubulin 1 [Eleusme 


s 




*3 1 ^ O ft Jl 1 T\ TV A /T /T 1 O /7\TftftCCftO\ 

>gi 3163944 emb CAA06618 (AJ00o59o) 






[Eleusine indica] 


s" ' " 


Seq. No. 


1 ft T ft O ft 

297939 


Q 


Seq. ID 


■r yrvn C f\ ft/~T TV 1 T"» 1 ft 

LIB315Q-067-P2-K1-B12 


L-j 


Method 


TIT 7\ O m XT 

BLASTN 






gzzo oiou 




BLAST score 


151 




E value 


3.0e-79 




. Match length 


3ol 




% identity 


85 




NCBI Description 


Zea mays translation initiation fact< 






COUipicLc CUS 




Seq. No. 


297940 




Seq. ID 


LIB3150-067-P2-K1-D4 




Method 


BLASTN 




NCBI GI 


g!68482 




BLAST score 


95 




E value 


3.0e-46 




Match length 


159 




% identity 


91 




NCBI Description 


Corn starch branching enzyme II mRNA, 




Seq. No. 


297941 




Seq. ID 


LIB3150-067-P2-K1-D6 




Method 


BLASTN 




NCBI GI 


g2668741 



alpha-tubulin 1 
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BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



165 

7.0e-88 

248 

92 

Zea mays glycine-rich RNA binding protein (GRP) mRNA, 
complete cds 

297942 

LIB3150-067-P2-K1-F3 

BLASTX 

gll72836 

169 

3.0e-12 

46 

76 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_4 96272 (L16787) 
small ras-related protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297943 

LIB3150-067-P2-K1-G2 

BLASTX 

g4096786 

168 

7.0e-12 
35 

94 , . 

(U39958) NADP-malic enzyme [Zea mays] 

297944 

LIB3150-068-P1-N1-B6 

BLASTX 

g4467099 

221 

4.0e-18 

72 

71 

(AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 

297945 

LIB3150-068-P1-N1-C2 

BLASTX 

gl!84774 

271 

5.0e-24 

74 

78 

(U45856 
GAPC3 [ 



) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297946 

LIB3150-068-P1-N1-C5 

BLASTX 

gl709619 

280 

5.0e-25 
57 
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% identity 

NCBI Description 



95 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GLYCOTRANSFERASE 
( GLYCOS YLAT I ON SITE-BINDING CHAIN) (GSBP) 

>gi_2146814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 



beg. NO. 


z y / y *± i r 


Seq. ID 


LIBo1oU-Udo-P1-N1-F4 


Method 


BLASTX 


NCBI bl 


gio 3D 1 


biiAoi score 


ICQ 


Ht Vox L1C 


O i VC XX 


Match length 


38 


% identity 


87 


NCBI Description 


* (U86017) ribosomal protein [Oryza sativa] 


Seq. No. 


297948 


Seq. ID 


LIB3150-068-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


gl36632 


BLAST score 


250 


E value 


-5.0e-22 


Match length 


61 


% identity 


82 . 


NCBI Description 


UBIQUITIN-ACTIVATING ENZYME El 1 >gi 100841_pir 



ubiquitin — protein ligase (EC 6.3.2.19) El - wheat 

>gi_285451j?ir A42873 ubiquitin-activating enzyme El, UBA1 

- Wheat >gi_170780 (M55604) ubiquitin-activating enzyme El 
[Triticum aestivum] 



Seq. No. 


297949 


Seq. ID 


LIB3150-068-P1 


Method 


BLASTN 


NCBI GI 


g22101 


BLAST score 


41 


E value 


6.0e-14 


Match length 


132 


% identity 


83 


NCBI Description 


Maize 7SL RNA ■ 


Seq. No. 


297950 


Seq. ID 


LIB3150-068-P2 


Method 


BLASTX 


NCBI GI 


gl350777 


BLAST score 


237 


E value 


7.0e-20 


Match length 


71 


% identity 


66 


NCBI Description 


60S RIBOSOMAL : 




ribosomal prot< 


Seq. No. 


297951 


Seq. ID 


LIB3150-068-P2 


Method 


BLASTN 


NCBI GI 


g22144 
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BLAST score 


244 


E value 


1.0e-135 


Matcn lengtn 




% identity 


QQ 

9o 


NCBI Description 


Maize anaerobically regulated gene for fructose 




oispnospnace aiuoia.se icjU ft.i.z.ioj 


Seq. No. 




beg. id 




Metnoa 




NCBI GI 


gl J5U / / / 


BLAST score 


234 


E value 


1.0e-19 


Matcn lengtn 


DO 


% identity 


o c 
00 


NCBI Description 


DOS RIB0S0MAL PROTEIN L9 >gi y/12o2 OD} BAAU/2U9 (UJoU 


ribosomal protein L9 [Oryza sativa] 


Seq. No. 


O ft *1 ft C "O 

297953 


Seq. ID 


t tdt 1 [;n_ncQ_DO_i( r i _ro 
liloolDU-Uoo-rZ-l\l-LjZ 


Method 




NCBI GI 


gl707017 


BLAST score 


272 


E value 


b . Ue-24 


Match lengtn 


66 


% identity 


74 


NCBI Description 


(U/o/zij kina nencase lsoiog L/\raDiaopsis rnaiianaj 


Seq. No. 


o m ft c a 

297954 


Seq. ID 


LIB jl5U-Ubo-r2-K.l-nJ 


Metnoa 


QT no TV 


NCBI GI 


g556401 


BLAST score 


146 


E value 


o . ue-uy 


Match length 


55 


% identity 


51 


NCBI Description 


(M2oioy) giuteiin [uryza sativaj 


Seq. No. 


O ft T f\ C C 

297955 


seq. lu 


T TD"31 Cft ft £ Q D O Vl LI Q 


Method 


DT 71 OTV 


NCBI GI 


g3970823 


BLAST score 


288 


E value 


Q ftrt O £T 

9 . Ue-zb 


Match length 


56 


% identity 


no 

98 


NCBI Description 


(X17555) pyruvate decarboxylase [Zea mays] 


Seq. No. 


o m ft c /r 

297956 


Seq. ID 


T TD"31 CO ft £ Q D1 Ml DC 


Method 


BLASTX 


MPDT PT 

LN^Dl ul 


gi 10 i u fx 


BLAST score 


184 


E value 


3.0e-14 


Match length 


39 


% identity 


92 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 



41819 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148__emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

297957 

LIB3150-069-P1-N1-D8 

BLASTX 

g232031 

142 

3.0e-09 

36 

75 

ELONGATION FACTOR 1 BETA 1 >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta 
[Oryza sativa] 

297958 

LIB3150-069-P1-N1-F1 

BLASTX 

g2244990 

187 

4.0e-14 

37 

100 

(Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

297959 

LIB3150-069-P1-N1-F7 

BLASTX 

gl350783 

160 

5.0e-ll 

97 

39 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84 660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_2842492_emb_CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

297960 

LIB3150-069-P1-N1-H6 

BLASTX 

gll73055 

152 

4.0e-22 

94 

60 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_54 1961_pir S424 97 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal . protein , [Medicago sativa] 



41820 



Seq. No. 


z y / yoi 




t tr^i ^n-nfiQ-p^-K"i -ri i 

IjIDjj. ju irz, rvx 




RT.A^TM 






BLAST score 


58 


E value 


4 .Oe-24 


riducn lenycn 


o o 


% identity 


y z 


Ncbi Description 


\yaimiia zeirirt) — opaque z moaiiier \d reyiun; mayo- max. 




Tnynpnn 4 SO mRMA Part-"ia1 IfifiQ ntl 

1 LlA^JCl l\J V_/l"10 IJUf ilLTAlNrt tal 1 — Ldl / -LOU -7 lll-J 


Seq. No. 


z y / y 


oeq. iu 


JjlD Jl JU UD5 cZ J\X L/O 


iTie tnoa 


D-UriOIlN 


NCBI GI 


g22272 


BLAST score 


80 


E value 


ft . Uc O I 


Marcn lengtn 


lb/ 


« identity 


0 / 


NCbi Description 


txiaize iukjn/v ror enoxase ^z~pnospno — u— giyceraue nyaroiasej 


C* A fm XT «. 

Seq. No. 


z y / ybj 


oeq. id 


LIojI O U U O J i\l C £. 


iYie Lnou 


OJ-LTlOlA 


KrpDT PT 
NLdI \jL 


go d / o y u 


BLAST score:. 


153 


E valued 


5.0e-10 


JiA ^ ^ r** r> 1 y^r 4" 

naicn lengtn 


1 9Q 

i £ y 


% identity 


JO 


NLbi Description 


(jjj/joz; Deca~gaiaccosiaase— compieitiencauion protein 




[Lioning vecuoivj 


beq. No. 


£ y / yo4 


oeq. id 


LlDJiJU UOj I\l r ft 


wetfiou 


DT 7VQTY 

DiinO i A 




gi Jo4 1 / 


biiAbi score 


O 9 R 
ZZJ 


E value 


i . ue id 


Match length 


74 


% identity 


66 


nldi Description 


lUDUJ-ilIN /iijirrirt J Orl/illN >^gi lUU^fiD pilV UiNUlUO LUDUlin 




aipna - j cnain ~ maize >gi zzidu eniD uH/\3ftooi iadji / oj 




Aipna— tuDuiin tfo L^sa maysj <^gi 4ooo// .^mdui/i; aipna-o 




tuDuiin L^ea maysj 


<? « « XT a 

beq. No. 


z y / y oo 


Can T H 


LiOJl JU UO_7 rrZ £\J. - 


iYie LflOU. 


dt nqrpv 




gfi KiH / uo 


hsiiAo i score 


1 

10 D 


E value 


c. . ue- iu 




*a O 


% identity 


77 


NCBI Description 


40S RIB0S0MAL PROTEIN S15 (S12) >gi_1078669j)ir A53793 




ribosomal protein S12, cytosolic - Podospora anserina 




>gi_401841_emb_CAA80805_ (Z23267) cytoplasmic ribosomal 




protein S12 [Podospora anserina] 
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297966 


c orr t n 


T.TR^I Sfi-fl70-P1 -Ml -RQ 


f\A e\ ^ V-i 

L v Jctnuu 


RT.A^TY 
oiino x /\ 


NCBI GI 


gl084457 


BLAST score 


158 


Cj Va.XU.tr 


7 n<=>-i i 

i • UC J. J. 


4- /-i V% 1 r*t 4~ 

Matcn lengtn 


■J X 


& ■ 4 /~\ -^v 4* i ^ t r 

% iaenuii.y 


DO 




ol nnrraf" 1 /^n fa pf av 1 — V^O"Ha — P ■ 
fcJ-LvJIiy a L XLUi laLLUI X JJtrUa I\. 




f 4) eiongaLion lactor x 






oeq. xu 


t tr^i sn-n7n-Pi -mi -ni n 

LlDJl JU U / U I: X IN X UlU 


Method 


BLASTN 


NCBI GI 


g829147 


DLHOi OLUIc 


J X 


E value 


a no- 90 


Kjf 1 ^\ T"\ V*! 

rtatcn lengcn 


1 


ft T Hpnt" "i t* \/ 


o *» 


inudi uescription 


£.mays gene ior cycxopnxxxn 




£y 1 _? DO 


JC^, XL/ 


T TR*^1 Rf)-fi7 1 - Pi —Ml — P7 

JjlDjl JU U / X t X IN X V^r/ 




BLASTX 


NCBI GI 


g82696 


BLAST, score 


187 


E value 


2.0e-14 


Match length 


46 


% identity 


78 


NCBI Description 


glycine-rich protein - maize 



.ce >gi_432368_dbj_BAA04 903_ 
beta [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X61121) glycine-rich protein [Zea mays] 
297969 

LIB3150-071-P1-N1-D11 

BLASTX 

g399414 

245 

7.0e-21 

78 

65 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_322865j?ir JC1454 translation elongation factor eEF-1 

alpha chain - wheat >gi_17077 6 (M90077) translation 
elongation factor 1 alpha-subunit [Triticum aestivum] 
>gi_949878_emb_CAA90651_ (Z50789) elongation factor 1-alpha 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297970 

LIB3150-071-P1-N1-D6 

BLASTX • 

gll84776 

265 

2.0e-23 

76 

75 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 



41822 



GAPC4 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297971 

LIB3150-071-P1-N1-E12 . 

BLASTN 

g22172 

61 

6.0e-26 

61 

100 

Maize ATP2- mRNA for mitochondrial ATP synthase beta subunit 



297972 

LIB3150 

BLASTX 

g!22007 

142 

5.0e-09 

38 

79 

HISTONE 
>gi_204 
- 149) 



■071-P1-N1-E2 



H2A >gi_100161_pir S114 98 histone H2A - parsley 

48_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297973 

LIB3150-071-P1-N1-E9 

BLASTX 

g4038461 

187 

3.0e-14 

72 

51 

(AF107772) TcSTIl [Trypanosoma cruzi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297974 

LIB3150-071-P1-N1-F1 

BLASTX 

g2723473 

155 

2.0e-23 

94 

67 

(D89726 
sativa] 
apoptot 



) defender against apoptotic death 1 protein [Oryza 

>gi_2723883_dbj_BAA24104_ (D89727) defender against 
ic death 1 protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297975 

LIB3150-071-P1-N1-F2 

BLASTX 

g2642158 

221 

5.0e-18 

83 

55 

(AC003000) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



297976 



41823 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-071-P1-N1-F7 

BLASTX 

g3122071 

419 

2.0e-42 

106 

84 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_2130148jpir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi_1321656_dbj_BAA0824 9_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 

297977 

LIB3150-071-P1-N1-F8 

BLASTN 

g4185305 

44 

1.0e-15 

60 

48 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

297978 

LIB3150-071-P1-N1-G10 

BLASTX 

gl21446 

251 

1.0e-21 

70 

76 

FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE PRECURSOR 
(FD-GOGAT) >gi_100877_pir_A38596 glutamate synthase 
(ferredoxin) (EC 1.4.7.1) - maize >gi_168477 (M59190) 
ferredoxin-dependent glutamate synthase [Zea mays] 

297979 

LIB3150-072-P2-K1-A9 

BLASTX 

g3779021 

149 

1.0e-09 

87 

37 

(AC005171) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297980 

LIB3150-072-P2-K1-D3 

BLASTX 

g2191131 

209 

2.0e-16 

87 

47 



41824 



NCBI Description (AF007269) A_IG002N01.8 gene product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297981 

LIB3150-073-P1-N1-A11 

BLASTX 

g3342821 

188 

2.0e-21 

90 

56 

(AF076954) eukaryotic translation initiation factor small 
subunit [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
. NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



297982 

LIB3150-073-P1-N1-E10 

BLASTX 

gl350720 

235 

8.0e-20 

73 

63 

60S RIBOSOMAL PROTEIN L32 
297983 

LIB3150-073-P1-N1-E5 . 

BLASTX 

g3413700 

168 

2.0e-12 

37 

86 

(AC004747) putative YME1 protein [Arabidopsis thaliana] 



297984 

LIB3150-073-P1-N1-E8 

BLASTX 

gl326372 

153 

2.0e-10 

68 

51 

(U58750) Similar to Histone. 



[Caenorhabditis elegans] 



297985 

LIB3150-073-P1-N1-F3 

BLASTX 

gl381676 

236 

9.0e-20 

73 

68 

(U58853) small GTP-binding protein 
297986 

LIB3150-073-P1-N1-G2 

BLASTX 

g2244834 



[Glycine max] 



41825 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



165 

1.0e-ll 

41 

66 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
297987 

LIB3150-073-P1-N1-G5 

BLASTX 

g3608481 

272 

3.0e-24 

68 

75 

(AF088913) ribosomal protein L27a [Petunia x hybrida] 
297988 

LIB3150-073-P2-K1-A1 

BLASTN 

g644491 

56 

8.0e-23 

152 

85 

Corn mRNA for elongation factor 1A 
297989 

LIB3150-073-P2-K1-A11 

BLASTX 

gll72816 

194 

7.0e-15 

70 

60 

60S RIBOSOMAL PROTEIN L11A (L16A) >gi_624 938_emb_CAA57395_ 
(X81799) ribosomal protein- LI 6 [Arabidopsis thaliana] 

297990 

LIB3150-073-P2-K1-A7 

BLASTX 

gl36063 

261 

9.0e-23 

53 

100 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 

297991 

LIB3150-073-P2-K1-A9 

BLASTX 

gll72874 

145 

5.0e-09 
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Match length 102 
% identity 35 

NCBI Description DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA01546_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

Seq. No. 297992 

Seq. ID LIB3150-073-P2-K1-B10 

Method BLASTN 

NCBI GI g4185305 

BLAST score 43 

E value 6.0e-15 

Match length 207 

% identity 81 

NCBI Description Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 

(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

Seq. No. 297993 

Seq.ID LIB3150-073-P2-K1-B3 

Method BLASTX 

NCBI GI ^ g3745759 

BLAST score 195 

E value 6.0e-15 

Match length 56 

% identity 70 

NCBI Description Chain B, X-Ray Structure Of The Nucleosome Core Particle At 
2.8 A Resolution >gi_37457 63_pdb_lAOI_F Chain F, X-Ray 
Structure Of The Nucleosome Core Particle At 2.8 A 
Resolution 

Seq. No. 297994 

Seq. ID ... ,LIB3150-073-P2tK1-B8 

Method *' BLASTN 

NCBI GI g2286150 

BLAST score 263 

E value 1.0e-146 

Match length 275 

% identity 99 

NCBI Description Zea mays translation initiation factor (eIF-4A) mRNA, 
complete cds 

Seq. No. 297995 

Seq. ID LIB3150-073-P2-K1-C4 

Method BLASTX 

NCBI GI g2182029 

BLAST score 233 

E value 2.0e-19 

Match length 89 

% identity 57 

NCBI Description (Y13437) shaggy-like kinase etha (OSKetha) [Oryza sativa] 

Seq. No. 297996 

Seq. ID LIB3150-073-P2-K1-C9 
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Method 


BLASTN 


NCBI GI 


g22324 


BLAST score 




E value 


l.0e-Jl 


Match length 


151 


% identity 


87 


NCBI Description 


Z.mays mRNA for H2B nistone (clone CH2B221) 


Seq. No. 


n f\ *"i r\ r\ ~i 

297997 


Seq. ID 


LIBoloU-u /J-P2-K1-F11 


Method 


DT 


NCBI GI 


g602605 


BLAST score 


72 


E value 


j . Oe-oz 


Match length 


254 


% identity 


63 


NCBI Description 


Zea mays tandem genes for alphal-tubulin and ; 


Seq. No. 


r\ r\ "~t r\ r\ n 

297998 


Seq. ID 


LIBJloU-U / 4-rl-Nl-Dz 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


186 


E value 


3.0e-14 


Match length 


52 


% identity 


71 ■ 


NCBI Description 


(D45423) ascorbate peroxidase [Oryza sativa] 


Seq. No. 


297999 


Seq. ID 


LIB315Q-07 4-P1-N1-E2 


Metnod 


BLASTX 


NCBI GI 


g3126967 


BLAST score 


358 


E value 


1 . Oe-34 


Match length 


99 


% identity 


14 


NCBI Description 


(AF061807 ) polyubiquitin [Elaeagnus umbellata 


Seq. No. 


298000 


Seq. ID 


t Tf|T 1 C A A "7 Jl T"> 1 XT 1 pi O 

LIB3150-074-P1-N1-F12 


Method 


BLASTN 


NCBI GI 


_f J n OA 

g64212G 


BLAST score 


48 


E value 


3.0e-18 


Match length 


76 


% identity 


91 


NCBI Description 


Oryza sativa small GTP-binding protein (ORRab- 




complete cds 


Seq. No. 


298001 


Seq. ID 


LIB3150-074-P1-N1-H6 


Method 


nj AC TV 


NCBI GI 


g2144183 


BLAST score 


156 


E value 


5.0e-ll 


Match length 


53 


% identity 


53 



41828 



NCBI Description 



DNA-directed RNA polymerase (EC 2. 7. 7. 6) chain III - 
Ecotype Columbia >gi_1184686 (U35049) RNA polymerase 1(A) 
and III(C) 14 kDa subunit [Arabidopsis thaliana] 
>gi_JL184 688 (U35050) Arabidopsis thaliana RNA polymerase 
1(A) and III(C) 14 kDa subunit [Arabidopsis thaliana] 
>gi_3980382 (AC004561) RNA polymerase 1(A) and III(C) 14 
kDa subunit (AtRPAC14) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298002 

LIB3150-074-P2-K1-G7 

BLASTN 

g602605 

43 

5.0e-15 

75 
89 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298003 

LIB3150-074-P2-K1-H4 

BLASTN 

g902585 

67 

2.0e-29 

219 

83 

Zea mays clone MubG9 ubiquitin gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298004 

LIB3150-074-P2-K1-H7 

BLASTN 

g393400 

71 

8.0e-32 

156 

85 

Z.mays mRNA for alpha-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298005 

LIB3150-075-P1-N1-D1 

BLASTX 

g4588906 

195 

2.0e-15 

49 

80 

(AF118149) ribosomal protein S7 [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298006 

LIB3150-075-P1-N1-E10 

BLASTN 

g-540534 

58 

6.0e-24 

82 

93 

Rice mRNA for q group of receptor for activated C-kinase, 



41829 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298007 

LIB3150-075-P1-N1-E7 

BLASTX 

gll84774 

165 

2.0e-20 
59 

92 . 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

298008 

LIB3150-075-P1-N1-F7 

BLASTX 

gl053047 

301 

1.0e-27 

68 

90 

(U38425) histone H3 [Glycine max] >gi__1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

298009 

LIB3150-075-P1-N1-G7 

BLASTX 

g729676 

204 

2.0e-18 

75 
72 

HISTONE H3.1 >gi_542444 jpir S41499 histone H3.1 - 

Tetrahymena thermophila (SGC5) >gi_161788 (M87304) histone 
H3 [Tetrahymena thermophila] >gi_161790 (M87504) histone H3 
[Tetrahymena thermophila] 

298010 

LIB3150-075-P2-N2-A3 

BLASTX 

gll3621 

332 

5.0e-31 

67 

97 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

298011 

LIB3150-075-P2-N2-B1 

BLASTX 

g2982289 



41830 



BLAST score 


397 


E value 


1.0e-38 


Match length 


78 


% identity 


97 - 


NCBI Description 


(AF051229) 60S ribosomal protein L17 [Picea mariana] 


Seq. No. 


298012 


Seq. ID 


LIB3150-075-P2-N2rB3 


Method 


BLAST N 


NCBI GI 


g22272 


BLAST score 


140 


E value 


6.0e-73 


Match length 


219 


% identity 


91 


NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 


Seq. No. 


298013 


Seq. ID 


LIB3150-075-P2-N2-D1 


Method 


BLASTX 


NCBI GI 


g2507281 


BLAST score 


246 


E value 


1.0e-24 


Match length 


66 


% identity 


91 


NCBI Description 


GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_1668706_emb_CAA66048 




(X97380) atran2 [Arabidopsis thaliana] 


Seq. No. 


• ■ - * 

298014 


Seq. ID 


LIB3150-075-P2-N2-D8 


Method 


BLASTX 


NCBI GI 


g401238 


BLAST score 


536 


E value 


4.0e-55 


Match length 


131 


% identity 


82 


NCBI Description 


UBIQUITIN-ACTIVATING ENZYME El 3 >gi_17068 6 (M90664) 




ubiquitin activating enzyme [Triticum aestivum] 


Seq. No. 


298015 


Seq. ID 


LIB3150-075-P2-N2-F2 


Method 


BLASTN 


NCBI GI 


g22100 


BLAST score 


33 


E value 


3.0e-09 


Match length 


57 


% identity 


89 


NCBI Description 


. Z.mays 27kDa zein locus DNA 


Seq. No. 


298016 


Seq. ID 


LIB3150-075-P2-N2-H10 


Method 


BLASTX 




g^zzU44o 


BLAST score 


320 


E value 


3.0e-32 


Match length 


132 


% identity 


22 


NCBI Description 


(AC006216) Similar to gi 3004555 F19F24.14 salt inducible 



41831 



Ol 

E 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein homolog from Arabidopsis thaliana BAC gb_AC003673. 
[Arabidopsis thaliana] 

298017 

LIB3150-075-P2-N2-H11 

BLASTX 

g4220445 

171 

1.0e-12 

73 
47 

(AC006216) Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb_AC003673. 
[Arabidopsis thaliana] 

298018 

LIB3150-075-P2-N2-H12 

BLASTX 

gl730666 

169 

7.0e-12 

70 

54 

HYPOTHETICAL 32.2 KD PROTEIN IN ARE2-SWP73 INTERGENIC 

REGION >gi_2131968jpir S63351 hypothetical protein YNR020c 

- yeast . (Saccharomyces cerevisiae) 
>gifl302506_emb_CAA96299_ (Z71635) ORF YNR020c 
[Saccharomyces cerevisiae] 

298019 

LIB3150-076-P1-N1-F3 

BLASTX 

g4582468 

150 

7.0e-10 

64 

47 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298020 

LIB3150 

BLASTX 

gll8477 

280 

4.0e-25 

71 

79 

(U45857 
GAPC4 [ 



-076-P1-N1-G3 



) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298021 

LIB3150-076-P2-N2-A7 

BLASTX 

g3337352 

331 

4.0e-31 



41832 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



101 
66 



(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 



298022 

LIB3150-076-P2-N2-A9 

BLASTN 

g!839582 - 

47 

9.0e-18 

63 

94 

polyubiquitin homolog {clone CHEM 6} 
INRA 258, mercuric chloride-treated, 
199 nt, segment 1 of 2] 



[Zea mays=maize, cv. 
leaves, mRNA Partial, 



298023 

LIB3150-076-P2-N2-C6 

BLASTX 

g2117937 

623 

4.0e-65 

123 

94 

UTP — glucose-l-phosphate uridylyltransf erase (EC- 2.7.7.9) 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

298024 

LIB3150-076-P2-N2-E8 

BLASTN 

g4185305 

84 

2.0e-39 
304 

83 T ^ - * 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

298025 ' 

LIB3150-076-P2-N2-F1 

BLASTX 

gl351974 

390 

8.0e-38 

105 

77 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi_1076789_pir S53486 

ADP-ribosylation factor - maize >gi_556686_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 

298026 

LIB3150-076-P2-N2-G4 



41833 



Method 


O T TV O TX1 

BLASTN 


NCBI GI 


g22312 


BLAST score 


70 


E value 


4.0e-31 


Match length 


97 


% identity 


94 


NCBI Description 


Maize ABA-inducible gene for i 




abscisic acid) 


Seq. No. 


298027 


Seq. ID 


TxnOTcn f\n a do xt o ti i o 


Method 


T3T TV CfPV 

BLASTX 


NCBI GI 


g2286153 


BLAST score 


372 


E value 


9. Oe-36 


Match length 


75 


% identity 


100 


NCBI Description 


(AF007581) cytoplasmic malate 


Seq. No. 


298028 


Seq. ID 


-r t T"> O 1 CO £ no vtO rtc 

LIB3150-07 6-P2-N2-H5 


Method 


BLASTX 




gy loo do 


BLAST score 


153 


E value 


1.0e-10 


Match length 


49 


% identity 


61 


NCBI Description 


branching enzyme II BEII [Zea 



( ABA 



endosperms, Peptide, 738 aa] 



Seq. No. 


298029 


Seq. ID 


LIB3150-077-P1-N1-A12 


Method 


BLASTX 


NCBI GI 


g4038471 


BLAST score 


349 


E value 


5.0e-33 


Match length 


86 


% identity 


80 


NCBI Description 


(AF111029) 40S ribosomal protein S27 


Seq. No. 


298030 


Seq. ID 


LIB3150-077-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


168 


E value 


2.0e-18 


Match length 


84 


% identity 


79 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi 100685_pir 



protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298031 

LIB3150-077-P1-N1-E7 

BLASTX 

gl22022 



41834 



BLAST score 


142 


E value 


8.0e-09 


Match length 


94 


% identity 


44 


NCBI Description 


HISTONE H2B >gi_283025_j?ir S22323 histone H2B - wheat 




>gi 21801 emb CAA42530_ (X59873) histone H2B [Triticum 




aestivum] 


Seq. No. 


298032 


Seq. ID 


LIB3150-077-P1-N1-F2 


Method 


BLASTX 


NCBI GI 


g3294469 


BLAST score 


165 


E value 


2. Oe-21 


Match length 


101 


% identity 


63 


NCBI Description 


(U89342) phosphoglucomutase 2 [Zea mays] 


Seq. No. 


298033 


Seq. ID 


LIB3150-077-P1-N1-F4 


Method 


BLASTX 


NCBI GI 


g4567275 


BLAST score 


248 


E value 


8.0e-27 


Match length 


108 


% identity 


61 


NCBI Description 


(AC006841) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


298034 


Seq. ID 


LIB3150-077-P1-N1-G3 


Method 


BLASTN 


NCBI GI 


g3015620 


BLAST score 


55 


E value 


3.0e-22 


Match length 


291 


% identity 


80 


NCBI Description 


Zea mays low molecular weight heat shock protein precursor 




<hsp22) raRNA, nuclear gene encoding mitochondrial protein, 




complete cds 


Seq. No. 


298035 


Seq. ID 


LIB3150-077-P1-N1-H8 


Method 


BLASTX 


NCBI GI 


gll9355 


BLAST score 


340 


E value 


5.0e-32 


Match length 


95 


% identity 


77 


NCBI Description 


ENOLASE 1 { 2-PHOSPHOGLYCERATE DEHYDRATASE 1) 




(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 




>g'i 100869_pir S16257 phosphopyruvate hydratase {EC 




4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 




[Zea mays] 


Seq. No. 


298036 


Seq. ID 


LIB3150-077-P2-N2-C4 


Method 


BLASTN 



41835 



NCBI GI 


g22272 


BLAST score 


99 


E value 


o n« vl Q 
2 . Ue-4o 


Match length 


205 


% identity 


88 


NCBI Description 


Maize itiRNA for enolase {2 


Seq. No. 


298037 


Seq. ID 


T TDQ1 Cfl C\HH T3 O MO CO 


Method 


bJ-iAo IN 


NCBI GI 


gl808693 


BLAST score 


132 


E value 


o . Ue-oo 


Match length 


O O Vl 

224 


% identity 


90 


NCBI Description 


S.staptianus pSD.34 iriRNA 


Seq. No. 


o ft fi A ^ O 

298038 


Seq. ID 




Metnoa 






y J. x o J. u ft 


BLAST score 


547 


E value 


3.0e-56 


Match length 


121 


% identity 


87 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS 



(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408j?ir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_einb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298039 

LIB3150-077-P2-N2-E6 

BLASTX 

gll85556 

159 

2/0e-ll 

37 

92 

(U45859) glyceraldehyde-3-phosphate dehydrogenase [Zea 
mays] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298040 

LIB3150-077-P2-N2-F9 

BLASTN 

gl037129 

191 

1.0e-103 

219 

65 

( gamma- zeinA ) =opaque2 modifier {5 1 region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays=maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298041 

LIB3150-077-P2-N2-G9 

BLASTX 

g2865661 



41836 



BLAST score 


146 


E value 


2.0e-09 


Match length 


55 


% identity 


58 


NCBI Description 


(AF045548) alcohol dehydrogenasi 


Seq. No. 


298042 


Seq. ID 


LIB3150-077-P2-N2-H4 


Method 


BLASTX 


NCBI GI . 


g2511541 


BLAST score 


287 


E value 


7 ,0e-26 


Match length 


77 


% identity 


73 


NCBI Description 


(AF020787) DNA-binding protein < 


Seq. No. 


298043 


Seq. ID 


LIB3150-078-P1-N1-A8 


Method 


BLASTX 


NCBI GI 


g3334138 


BLAST score 


152 


E value 


2.0e-10 


Match length 


41 


% identity 


63 


NCBI Description 


CALNEXIN HOMOLOG PRECURSOR >gi_ 


•-3../,; 

- 


[Glycine max] 


Seq. No. 


298044 


Seq. ID 


LIB3150-078-P1-N1-B6 


Method 


BLASTX 


NCBI GI 


gl351904 


BLAST score 


288 


E value 


2.0e-26 


Match length 


70 


% identity 


83 



1 [Tripsacum dactyloides] 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity . 



AS P ARTOK I NAS E 1 / HOMOSERINE DEHYDROGENASE 
PRECURSOR (AK-HSDH 1) (AKHSDH1) >gi_500851 
aspartate kinase-homoserine dehydrogenase 

298045 

LIB3150-078-P1-N1-C1 

BLASTX 

g4218535 

211 

3.0e-17 

79 

58 

(AJ010829) GRAB1 protein [Triticum sp.] 
298046 

LIB3150-078-P1-N1-D2 

BLASTX 

g3367522 

418 

4.0e-41 

142 

55 



1 CHLOROPLAST 
(L33912) 
[Zea mays] 



41837 



NCBI Description 



(AC004392) EST. gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298047 

LIB3150-078-P1-N1-F1 

BLASTX 

gll2994 

321 

7.0e-30 

71 

92 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298048 

LIB3150-078-P1-N1-F3 

BLASTX 

g4432866 

147 

2.0e-09 
80 
39 

(AC006300) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 


298049 


Seq. ID 


LIB3150-078-P1-N1-F8 


Method 


BLASTX 


NCBI GI 


g2282584 


BLAST score 


484 


E value 


7.0e-49 


Match length 


104 


% identity 


88 


NCBI Description 


(U76259) elongation factor 1-alpha 


Seq. No. 


298050 


Seq. ID 


LIB3150-078-P1-N1-G3 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


427 


E value 


3.0e-42 


Match length 


91 


% identity 


93 


NCBI Description 


GLYCINE-RICH RNA-BINDING, ABSCISIC 



>gi_82685__pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 
Method 



298051 

LIB3150-078-P1-N1-H7 
BLASTN 



41838 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g303854 
54 

1.0e-21 

162 

85 

Rice mRNA for ribosomal protein L7A, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298052 

LIB3150-078-P2-N2-A3 

BLASTX 

g4580398 

349 

6.0e-34 

111 

65 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 



Seq. No. 


o n o n c o 


Seq. ID 


LIB3150-078-P2-N2-B8 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 




E value 


i . ue— ou 


Match length 


69 


% identity 


96* 


NCBI Description 


(AF093540) ribosomal protein L26 [Zea mays] 


Seq. No. 


298054 


Seq. ID 


LIB3150-078-P2-N2-B9 


Method 


BLASTN 


NCBI GI 


g3747049 


BLAST score 


35 


E value 


1.0e-10 


Match length 


83 


% identity 


86 


NCBI Description 


Zea mays ribosomal protein L26 mRNA, partial cds 


Seq. No. 


298055 


Seq. ID 


LIB3150-078-P2-N2-D5 


Method 


BLASTN 


NCBI GI 


g293886 


BLAST score 


52 


E value 


6.0e-21 


Match length 


96 


% identity 


89 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase 



end, (clone GAPC3) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



298056 

LIB3150-078-P2-N2-D8 

BLASTN 

g21800 

106 

1.0e-52 . 

196 

89 



41839 



NCBI Description. 



T.aestivum L mRNA for his tone H2B 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298057 

LIB3150-079-P1-N1-A11 

BLASTX 

gll3621 

163 

3.0e-ll 

68 

57 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM fructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624__prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description. 



298058 

LIB3150-079-P1-N1-A8 

BLASTX 

g232029 

238 

3.0e-20 

70 

70 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_100154_pir S21989 translation elongation factor eEF-1 

alpha chain - carrot >gi_18339_emb_CAA42843_ (X60302) 
elongation factor 1A [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298059 

LIB3150-079-P1-N1-D2 

BLASTX 

g2760349 

232 

9.0e-20 

68 

14 

(U84969) ubiquitin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298060 

LIB3150-07 9-P1-N1-E2 

BLASTX 

gll84776 

405 ' 

2.0e-39 

78 

95 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298061 

LIB3150-079-P1-N1-E3 

BLASTX 

g4510368 

276 

2.0e-24 



41840 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



131 
56 

(AC007017) putative transcription factor E2F5 [Arabidopsis 
thaliana] 

298062 

LIB3150-079-P1-N1-E7 

BLASTX 

g730558 

225 

6.0e-28 

96 

74 

60S RIBOSOMAL PROTEIN L34 >gi_1076636j?ir S48027 ribosomal 

protein L34 - common tobacco >gi_2129964_pir S48028 

ribosomal protein L34.e, cytosolic - common tobacco 
>gi_436030 (L27089) 60S ribosomal protein L34 [Nicotiana 
tabacum] >gi_436032 (L27107) 60S ribosomal protein L34 
[Nicotiana tabacum] 

298063 

LIB3150-079-P2-N2-A11 

BLASTN 

g3318612 

78 

6.0e-36 

190 

84 

Zea mays mRNA for mitochondrial phosphate transporter, 
complete cds 



Seq. No. 


298064 


Seq. ID 


LIB3150-079-P2-N2-B1 


Method 


BLASTN 


NCBI GI 


g416263 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


65 


% identity 


89 


NCBI Description 


Rice mRNA for ribosoi 


Seq. No. 


298065 


Seq. ID 


LIB3150-079-P2-N2-E4 


Method 


BLASTN 


NCBI GI 


g!213278 


BLAST score 


60 


E value 


3.0e-25 


Match length 


100 


% identity 


90 


NCBI Description 


2. mays ZEMb gene 


Seq. No. 


298066 


Seq. ID 


LIB3150-079-P2-N2-F3 


Method 


BLASTX 


NCBI GI 


g3805847 


BLAST score 


315 


E value 


5.0e-29 



41841 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 * 
58 

(AL031986) putative protein [Arabidopsis thaliana] 
298067 

LIB3150-079-P2-N2-H5 

BLASTN 

g886739 

70 

3.0e-31 

245 

84 

Z.mays histone H4 gene 
298068 

LIB3150-080-P2-N2-G2 

BLASTN 

gl550813 

102 

3.0e-50 

181 

90 

Z.mays mRNA. for acidic ribosomal protein P0 
298069 

LIB3150-081-P1-N1-C6 

BLASTX 

g2137285 

145 

4.0e-09 

75 

40 

estrogen-responsive finger protein - mouse 

>gi_10884 67_dbj_BAA09941_ (D63902) estrogen-responsive 

finger protein [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298070 

LIB3150-081-P1-N1-E1 

BLASTX 

g425194 

448 

9.0e-45 

87 

99 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 
(AF034 618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298071 

LIB3150-081-P1-N1- 

BLASTX 

g3913804 

260 

1.0e-22 

65 

83 

HISTONE H2B.3 >gi 



G2 



577825 emb CAA49584 (X69960) H2B histone 



41842 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298072 

LIB3150-081-P1-N1-H3 

BLASTX 

gll8104 

477 

4.0e-48 

98 

91 

PEPTIDYL- PROLYL CIS -TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) {CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 


298073 


Seq. ID 


LIB3150- 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


186 


E value 


1 . 0e-100 


Match length 


255 


% identity 


93 


NCBI Description 


Zea mays 


Seq. No. 


298074 


Seq. ID 


LIB3150- 


Method 


BLASTX 


NCBI GI 


g520544 


BLAST score 


251 


E value 


1 . Oe-21 


Match length 


46 


% identity 


96 


NCBI Description 


(U12195) 


Seq. No. 


298075 


Seq. ID 


LIB3150- 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


147 


E value 


7.0e-10 


Match length 


43 


% identity 


70 


NCBI Description 


(M58656) 


Seq. No. 


298076 


Seq. ID 


LIB3150-' 


Method 


BLASTN 


NCBI GI 


g2811133 


BLAST score 


100 


E value 


4.0e-49 


Match length 


189 


% identity 


88 


NCBI Description 


Zea mays 



partial cds,. 



41843 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



298077 

LIB3150^082-P1-N1-C4 

BLASTX 

g!68407 

173 

2.0e-12 

57 

70 

(M32984) alcohol dehydrogenase [Zea mays] 
298078 

LIB3150-082-P2-N2-B4 

BLAST N 

g829147 

44 

5.0e-16 

56 

95 

Z.mays gene for cyclophilin 
298079 

LIB3150-083-P1-N1-A1 

BLASTN 

gll43704 

97 

3.0e-47 

125 

94 

Z.mays mRNA for homeobox 2a protein 
298080 

LIB3150-083-P1-N1-A2 

BLASTX 

gl26896 

340 

1.0e-37 

93 

86 

MALATE DEHYDROGENASE , MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 

298081 

LIB3150-083-P1-N1-B3 

BLASTX 

g4206112 

175 

3.0e-13 

71 

61 

(AF097662) alpha tubulin [Mesembryanthemum crystallinum] 
298082 

LIB3150-083-P1-N1-B5 
BLASTX 



41844 



NCBI GI - . 


g4206112 


BLAST score 


159 


E value 


^ . ue-n 


Match length 


59 


% identity 


59 


NCBI Description 


(AF097662) alpha tubulin [Mesembryanthemum. 


Seq. No. 


z9o0oi 


Seq. ID 


TTOTICnnQTDIMIOI 

LIdJIDU-Uo J-ri-Wl-tl 


"Method 


OliAb 1 A 


NCBI GI 


gl279206 


BLAST score 


190 


E value 


1 . Ue-14 


Match length 


68 


% identity 


62 


NCBI Description 


(Ay/44oj axpna - tuDuiin [Avena sauivaj 


Seq. No. 


298084 


Seq. ID 


t tdti no"5 ni mi n i 
LIdJIDU-Uo J-rl-Ni-hl-L 


Metnoa 




NCBI GI 


gl883028 


BLAST score 


231 


E value 


Z . Ue-19 


Match length 


72 


% identity 


. 68 


NCBI Description 


(X91511) nistone H4 [Diprion pinij 


Seq. No. 


298085 


Seq. ID 


LIBJloU-Uoo-r 1-Nl-r Z 


Method 


BLASTN 


NCBI GI 


g577824 


BLAST score 


146 


E value 


1 . Oe-76 


Match length 


170 


% identity 


96 


NCBI Description 


Z.mays gene for HZB nistone (gH^Bo) 


Seq. No. 


298086 


Seq. ID 


LIB oloU-Uo J-P1-N1-G4 


Metnoa 


BLASTX 


NCBI GI 


g3935184 


BLAST score 


384 


E value 


3 . Ue-37 


Match length 


115 


% identity 


65 


NCBI Description 


(ACUU4oo/) FlfhZl.Zf LAraoiaopsis tnaiiana. 


Seq. No. 


O O O A n "7 

298087 


Seq. ID 


T TDTI CO HQI ni Ml UQ 


Metnoa 


QT 7\ O TV 


MpDT r*T 
WLdi \jx 


goizzu / J. 


BLAST score 


304 


E value 


4.0e-28 


Match length 


62 


% identity 


95 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 



>gi_2130148_pir S66339 translation elongation factor eEF- 



41845 



alpha chain - maize >gi_1321656_dbj_BAA08249_ (D45408) 
alpha subunit.of translation elongation factor 1 [Zea mays] 





Seq. No. 


o ft o o o 

<£98Q88 




Seq. ID 


LIB3150-083-P2-N2-A10 




Method 


BLASTX 




NCBI GI 


g4 40bJ 1 1 




BLAST score 


188 




E value 


3.0e-14 




Match lengtn 






% identity 


77 




NCBI Description 


(AF109156) thiosulfate sulfurtransf erase [Datisca 






glomerata] 




Seq. No. 


298089 




Seq. ID 


LIB3150-083-P2-N2-C12 




Method 


BLASTN 




NCBI GI 


gl575127 




BLAST score 


220 


.am 
===== 


E value 


i n^ ion 

1 . ue-i^u 


CI 


Match length 


280 


U : 


% identity 


94 




NCBI Description 


Zea mays lumenal binding protein cBiPe2 mRNA, complete 




Seq. No. 


298090 




Seq. ID 


LIB3150-083-P2-N2-D11 


§===; 


Method 


BLASTN 


Ql 


NCBI GI 


g531055 


a 


BLAST score 


64 




E value 


1.0e-27 




Match length 


72 


===? 


% identity 


97 


-"*"■ 


NCBI Description 


Wheat mRNA tor protein HzB-o, complete cds 


i=J 


Seq. No. 


298091 


j=rr. 


Seq. ID 


LIB3150-083-P2-N2-F12 




Method 


T> ▼ T\ frit/ 

BLASTX 




NCBI GI 


g2760321 




BLAST score 


309 




E value 


2 . Oe-28 




Match length 


108 




% identity 


59 




NCBI Description 


(AC00213U) FlN^l.o LArabiaopsis tnalianaj 




Seq. No. 


298092 




Seq. ID 


LIB3150-083-P2-N2-G11 




Method 


BLASTX 




NCBI GI 


g480450 




dJjAoi score 


loo 




E value 


1.0e-10 




Match length 


34 




% identity 


91 




NCBI Description 


ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsi; 






thaliana >gi_402552_emb_CAA4 9506_ (X69880) ketol-acid 






reductoisomerase [Arabidopsis thaliana] 




Seq. No. 


298093 



41846 





T TR*31 Rfl — nfi*3 — P9 — M9 — PR 




DJ_triO J. LN 


NCBI GI 


g2642323 


BLAST score 


89 


E value 




Match length 


999 


% identity 


0 u 


NLoi ue script ion 


6cd IuayS, pLOIllin \trt\\J i i) IIirviNrl/ LUIiipicLc LUo 


beq. no. 




064* J.U 


JjIDJI JU UOI IT £ IN Z E 0 




Olinu 1 IN 


NCBI GI 


g498772 


BLAST score 


39 


b vaiue 


1 Ho— 1 9 


Match length 


0 / 


% identity 


01 

y 1 


nldi Description 


4. mays \cv unoxDn / j nsp/u ft uirviNri lur ncai suola piuLcxii 


beq. no. 




oeq. iu 


LlDOlJU U04 C £. v*£. ulU 


j*ie Liiou 


dt ZiQTY 


NGBI GI 


. gl335862 


BLAST score 


403 


E value 


z . ue— jy 


Match length 


Q Q 

00 


% identity 


0 D 


iNLrOi uescription 


\u*±^.o\JO) ciaLiuin neavy cnain Loxyt-xne iuciaj 


beg. NO. 


z y 0 u y 0 


oe<4* 


JjXD Jl UOj Jr J. IN J. DO 


we Lnoa 


DT DQTY 
CuriO 1 A 




g312179 


BLAST score 


264 


E value 


2.0e-33 


Match length 


81 


% identity 


95 


NCBI Description 


(X73151) glyceraldehyde 3-phosphate dehydrogenase 



(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosol 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298097 

LIB3150-085-P1-N1-D2 

BLASTX 

g2624328 

207 

2.0e-16 

63 

65 

(AJ002894) 0sGRP2 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298098 

LIB3150-085-P1-N1-F1 

BLASTX 

gll72833 



41847 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

1.0e-21 

58 

86 

GTP-BINDING NUCLEAR PROTEIN RAN-1 >gi_4 95729 (L16789) small 
ras-related protein [Arabidopsis thaliana] 
>gi_2058278_emb_CAA66047_ (X97379) atranl [Arabidopsis 
thaliana] 



298099 

LIB3150-085-P1-N1-G1 

BLASTN 

g4099507 

66 

6.0e-29 

141 

87 

Zea mays proliferating cell nuclear antigen 
complete cds 



(ZmPCNA2) mRNA, 



298100 

LIB3150-085-P1-N1-G2 

BLASTX 

gl262171 

203 

6.0e-16 

61 

72 

(U21557) phosphoprotein phosphatase 2A, 
A [Arabidopsis thaliana] 



regulatory subunit 



Seq. No. 
Seq. ID 
Method 



298101 

LIB3150-086-P1-N1-C1 

BLASTX 

g3024018 

165 

5.0e-12 

38 

87 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

298102 ^ 

LIB3150-086-P1-N1-D4 

BLASTN 

gl68484 

50 

1.0e-19 

114 

86 

Maize endosperm glutelin-2 gene, complete cds 
298103 

LIB3150-086-P1-N1-E8 
BLASTX 



41848 



NCBI GI 


gll84776 


BLAST score 


293 


E value 


2.0e-26 


Match length 


63 


% identity 


90 


NCBI Description 


(U45857) cytosolic glyceroldehyde-3-phosphate d< 




GAPC4 [Zea mays] 


Seq. No. 


298104 


Seq. ID 


LIB3150-08-7-P2-Kl-C3k 


Method 


BLASTN 


NCBI GI 


g498774 


BLAST score 


74 


E value 


9.0e-34 


Match length 


197 


% identity 


85 


NCBI Description 


2. mays (cv DH5xDH7) hsp70-5 mRNA for heat shock 


Seq. No. 


298105 


Seq. ID 


LIB3150-087-P2-K1-D6 


Method 


BLASTN 


NCBI GI 


g927571 


BLAST score 


51 


E value 


2.0e-20 


Match length 


62 


% identity 


97 


NCBI Description 


Z.mays mRNA for calreticulin precursor 


Seq. No. 


298106 


Seq. ID 


LIB3150-087-P2-K1-E8 


Method 


BLASTX 


NCBI GI 


g861170 


BLAST score 


298 


E value 


5.0e-27 


Match length 


76 


% identity 


78 


NCBI Description 


(X03697) heat shock protein 70 [Zea mays] 


Seq. No. 


298107 


Seq. ID 


LIB3150-087-P2-K1-F1 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


114 


E value 


2.0e-57 


Match length 


198 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 


Seq. No. 


298108 


Seq. ID 


LIB3150-087-P2-K1-F11 


Method 


BLASTN 


NCBI GI 


g2282583 


BLAST score 


38 


E value 


6.0e-12 


Match length 


134 


% identity 


83 


NCBI Description 


Zea mays elongation factor 1-alpha (EF1-A) mRNA, 



complete 



41849 



cds 



Seq. No. 


298109 


Seq. ID 


LIB3150-087-P2-K1-G2 


Method 


BLASTN 


NCBI GI 


g22121 


BLAST score 


191 


E value 


1.0e-103 


Match length 


243 


% identity 


95 


NCBI Description 


Maize alcohol dehydrogenase 1 gene (Adhl-1F)- 


Seq. No. 


298110 


Seq. ID 


LIB3150-088-P2-K1-A4 


Method 


BLASTN 


NCBI GI 


g22272 


BLAST score 


105 


E value 


7.0e-52 


Match length 


. 328 


% identity 


82 


NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrol. 


Seq. No. 


298111 


Seq. ID 


LIB3150-088-P2-K1-B10 


Method 


BLASTX 


NCBI GI 


g3928086 


BLAST score 


157 


E value 


2.0e-10 


Match length 


45 


% identity 


58 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


Seq. No. 


298112 


Seq. ID 


LIB3150-088-P2-K1-D11 


Method 


BLASTX 


NCBI GI 


g4586035 


BLAST spore 


147 


E value 


3.0e-10 


Match length 


89 


% identity 


48 


NCBI Description 


(AC007109) putative prohibitin protein [Arabidopsis 




thaliana] 


Seq. No. 


298113 


Seq. ID 


LIB3150-088-P2-K1-F2 


Method 


BLASTX 


NCBI GI 


g4115937 


BLAST score 


226 


E value 


2.0e-18 


Match length 


51 


% identity 


,75 . 


NCBI Description 


(AF118223) contains similarity to human PCFllp homoli 




(GB:AF04 6935) [Arabidopsis thaliana] 


Seq. No. 


298114 


Seq. ID 


LIB3150-089-P1-N1-B10 


Method 


BLASTX 



41850 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g417154 
316 

2.0e-29 

76 

84 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298115 

LIB3150-089-P1-N1-B2 - 

BLASTX 

g417154 

288 

5.0e-30 

104 

71 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298116 

LIB3150-089-P1-N1-F12 

BLASTX 

g2129626 

360 

2.0e-34 

88 

76 

J-domain protein - Arabidopsis thaliana 
>gi_928936_emb__CAA89204_ (Z4 9238) J-domain protein 

[Arabidopsis thaliana] >gi_1585434j?rf 2124427A diamide 

resistance gene [Arabidopsis thaliana] 



Seq. No. 


298117 


Seq. ID 


LIB3150-089-P1-N1-G6 


Method 


BLASTX 


NCBI GI 


g3355475 


BLAST score 


177 


E value 


6.0e-13 


Match length 


81 


% identity 


53 


NCBI Description 


(AC004218) ribosomal 


Seq. No. 


298118 


Seq. ID 


LIB3150-089-P1-N1-H2 


Method 


BLASTN 


NCBI GI 


g2623247 


BLAST score 


51 


E value 


3.0e-20 


Match length 


107 


% identity 


88 


NCBI Description 


Zea mays SU1 isoamyL 


Seq. No. 


298119 



ribosomal protein L23a [Arabidopsis thaliana] 



41851 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-089-P1-N1-H6 

BLASTX 

gl711036 

264 

3.0e-23 

95 

63 

(U78952) hydroxyproline rich glycoprotein PsHRGPl [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298120 

LIB3150-089-P2-K1-A5 

BLASTN 

g33i8612 

162 

6.0e-86 

223 

92 

Zeai mays mRNA for mitochondrial phosphate transporter, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298121 

LIB3150-089-P2-K1-B5 

BLASTN 

g342631 

56 

9.0e-23 

175 

84 

Maize mitochondrial F-l-ATPase subunit-2 mRNA, complete cds 
298122 

LIB3150-089-P2-K1-G11 

BLASTN 

gl68581 

79 

2.0e-36 

221 

85 

Z.mays pyruvate, orthophosphate dikinase (PPDK2) gene, 3 1 
end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



298123 

LIB3150-090-P2-K1-C11 

BLASTN 

g602252 

89 

1.0e-42 

141 

91 

Zea mays enolase (eno2) mRNA, ' complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



298124 

LIB3150-090-P2-K1-C3 

BLASTN 

g2642323 

205 



41852 



E value l.Oe-111 

Match length 297 

% identity 93 

NCBI Description Zea mays profilin (PR04) mRNA f complete cds 

Seq. No, 298125 

Seq. ID LIB3150-090-P2-K1-D4 

Method BLASTX ■ 

NCBI GI g4490708 

BLAST score 166 

E value 2.0e-ll 

Match length 56 

% identity 57 

NCBI Description (AL035680) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298126 

LIB3150-091-P1-N1-A4 

BLASTX 

g22166 

212 

4.0e-23 

89 

71 

(X15711) adenine nucleotide translocator [Zea mays] 
298127 

LIB3150-091-P1-N1-A8 

BLASTX 

g451193 

204 

4.0e-16 

52 

81 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298128 

LIB3150-091-P1-N1-B10 

BLASTN 

g5091496 

40 

3.0e-13 

166 

82 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

298129 

LIB3150-091-P1-N1-D8 

BLASTX 

g3355620 

165 

2.0e-ll 

40 

85 

(AJ000235) partial sequence, homology to 
phosphoribosylformylglycinamidine synthase [Hordeum 



41853 



vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298130 

LIB3150-091-P1-N1-F1 

BLASTN 

g2431768 

64 

2.0e-27 

160 

85 

Zea mays acidic ribosomal protein Pla (rppla) mRNA, 
complete cds 

298131 

LIB3150-091-P1-N1-G4 

BLASTX 

g3236242 

176 

8.0e-13 

100 

45 

(AC004 684) putative ribosomal protein L36 [Arabidppsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298132 

LIB3150-091-P1-N1-G7 

BLASTX 

gll74613 

162 

1.0e-14 

84 

57 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_556560_dbj_BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 

298133 

LIB3150-092-P1-N1-B1 

BLASTX 

g462243 

208 

1.0e-16 

85 

61 

HISTONE H4 >gi_421921jpir S32769 histone H4 - tomato 

>gi_297150_emb_CAA48923_ (X69179) histone H4 [Lycopersicon 
esculentum] >gi_297152_emb_CAA48924_ (X69180) histone H4 
[Lycopersicon esculentum] >gi_2746721 (AF038387) histone H4 
[Capsicum annuum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298134 

LIB3150-092-P1-N1-B4 

BLASTX 

g461498 

227 

8.0e-19 



41854 



Match length 

% identity 

NCBI Description 



92 
58 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC- -ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_j>ir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA49199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 


298135 


Seq. ID 


LIB3150-092 


Method 


BLASTX 


NCBI GI 


g627584 


BLAST score 


168 


E value 


d . ue-lz 


Match length 


114 


% identity 


34 


NCBI Description 


protein p84 




sapiens] 


Seq. No. 


298136 . 


Seq. ID 


LIB3150-092 


Method 


BLASTX 


NCBI GI 


gll74867 


BLAST score 


151 


E value 


1.0e-ll 


Match length 


71 


% identity 


58 



human >gi_550058 (L36529) protein p84 [Homo 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8.2 
KD PROTEIN) >gi_633687_emb_CAA55862_ (X79275) 
ubiquinol — cytochrome c reductase [Solanum tuberosum] 

>gi_1094 912_prf 2107179A cytochrome c 

oxidase : SUBUNIT=8 .2kD [Solanum tuberosum] 

298137 

LIB3150-092-P2-K1-A4 

BLASTN 

gl68492 

35 

3.0e-10 

39 

97 

Corn histone H3 (H3C3) gene, complete cds 
298138 

LIB3150-092-P2-K1-D12 

BLASTN 

gl321660 

47 

2.0e-17 

71 

92 

Rice mRNA for ascorbate peroxidase, complete cds 
298139 ' 

LIB3150-092-P2-K1-E1 
BLASTN 



41855 



NCBI GI 


g747916 . 


BLAST score 


44 


E value 


1 . Oe-15 


Match length 


124 


% identity 


85 


NCBI Description 


Z.mays CaM2 mRNA for calmodulin 


Seq. No. 


298140 


Seq. ID 


LIB3150-093-P1-N1-A3 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


179 


E value 


2.0e-13 


Match length 


50 


% identity 


70 


NCBI Description 


(AJ005599) alpha-tubulin 1 [Eleusine indica] 


Seq. No. 


- 

298141 


Seq. ID 


LIB3150-093-P1-N1-A7 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


89 


% identity 


42 


NCBI Description 


INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 




>gi_154 6919_emb_CAA69225_ (Y07920) translation initiation 




factor 5A [Zea mays] >gi_2668738 (AF034943) translation 




initiation factor 5A [Zea mays] 


Seq. No. 


298142 


Seq. ID 


LIB3150-093-P1-N1-A8 


Method 


BLASTX 


NCBI GI 


g2224897 


BLAST score 


211 


E value 


3.0e^l7 


Match length 


68 


% identity 


56 


NCBI Description 


(U67132) DNA-binding protein PcMYBl [Petroselinum crispum] 


Seq. No. 


298143 


Seq. ID 


LIB3150-093-P1-N1-F1 


Method 


BLASTX 


NCBI GI 


gll3622 


BLAST score 


268 


E value 


3. Oe-41 


Match length 


106 


% identity 


92 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 




>gi_68197jpir ADRZY f ructose-bisphosphate aldolase (EC 




4.1.2.13), cytosolic - rice >gi_20204_emb_CAA37290_ 




(X53130) fructose-diphosphate aldolase (AA 1-358) [Oryza 




sativa] 


Seq. No. 


298144 


Seq. ID 


LIB3150-093-P1-N1-G2 


Method 


BLASTN 



41856 



I— s. 



NCBI GI -. : „ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4151124 - 

58 : r 

4.0e-24 

78 

94 

Zea mays PDI-like protein mRNA, complete cds 
298145 

LIB3150-093-P1-N1-H2 

BLASTX 

gl085973 

191 

6.0e-15 

62 

65 

isopentyl pyrophosphate isomerase - Clarkia breweri 
(fragment) >gi_572635_emb_CAA57947_ (X82627) isopentenyl 
pyrophosphate isomerase [Clarkia breweri] 

298146 

LIB3150-093-P1-N1-H4 

BLASTN 

g22144 

180 

8.0e-97 

205 

96 

Maize anaerobically regulated gene for fructose 
bisphosphate aldolase (EC 4.1.2.13) 

298147 

LIB3150-093-P1-N1-H5 

BLASTX 

g461498 

297 

3.0e-27 

78 . " 

79 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC—ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA49199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



298148 

LIB3150-093-P2-K1-C10 

BLASTN 

gl!54858 

45 

4.0e-16 

145 

82 

H.vulgare mRNA for L24 ribosomal protein 
298149 

LIB3150-093-P2-K1-F2 
BLASTX 



41857 



NCBI GI 


g3885884 


BLAST score 


211 


E value 


6 . Oe-17 


Match length 


45 


% identity 


89 


NCBI Description 


(Aruyjoouj bub riDosoiuai protein l^i Luryza sativaj 


Seq. No. 


298150 


Seq. ID 


LIBJloO-094-Pl-Nl-Cb 


Method 


r> T TV CTM 

BLAST N 


NCBI, GI 


g22272 


BLAST score 


41 


E value 


o.0e-14 


Match length 


65 


% identity 


91 


NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrolase 


Seq. No. 


298151 


Seq. ID 


LIB3 150-0 94 -Pl-Nl-Co 


Method 


OT AO rrv 

BLAST A . 


NCBI GI 


gl351014 


BLAST score 


205 


E value 


3.0e-16 


Match length 


91 


% identity 


54 


NCBI Description 


40S RIBOSOMAL PROTEIN S8 >gi 968902 db] BAA07207_ (D380. 




ribosomal protein S8 [Oryza sativa] 


Seq. No. 


298152 


Seq. ID 


T TTlOl CO f\Cl A T1 1 Xll r> C 

LIBoloO-094-Pl-Nl-Do 


Method 


ni 7\ r» rpv 

BLASTX 


NCBI GI 


g44 69020 


BLAST score 


180 


E value 


2.0e-13 


Match length 


66 


% identity 


48 


NCBI Description 


(AL035602) putative protein (fragment) [Arabidopsis 




t ha liana] 


Seq. No. 


298153 


Seq. ID 


LIB jloO-094-Pl-Nl-Fz 


Method 


nr TV C"TIV 

BLASTX 


NCBI GI 


g4115918 


BLAST score 


200 


E value 


1.0e-15 


Match length 


44 


% identity 


86 


NCBI Description 


(AF118222) similar to nascent polypeptide associated 




complex alpha chain [Arabidopsis thaliana] 


Seq. No. 


298154 


beq. lu 


liloolOO-Oy^-rl-Nl - r o 


Method 


BLASTX 


NCBI GI 


g4539437 


BLAST score 


345 


E value 


1.0e-35 


Match length 


122 



41858 



% identity 

NCBI Description 



64 

(AL049523) putative protein [Arabidopsis thaliana] 



Seq. No. 


298155 


Seq. ID 


LIB3150-094-P1-N1-G12 


\/ j_ v s4 

Metnoa 


DT 7A OTY 


NCBI GI 


gio jzd / y 


BLAST score 


A QO 


£j vaiue 


y ■ ue o u 


Match length 




% identity 


o 
o 


Nubi Description 


lAyouojj poiyuoiqui uin i rinus syivestrio j 


Seq. No. 


OQQ1 C£ 


Seq. ID 


LIB3150-094-P1-N1-G7 


Method 


BLASTN 


NCBI GI 




BLAST score 


38 


E value 


4 . Oe-12 


Match length 


1U0 


% identity 


O A 

84 


NCBI Description 


Zea mays elongation ractor l-aipna (Eri-A; ihkna, 




cds 


Seq. No. 


298157 


Seq. ID 


LIB3150-094-P2-K1-C12 


Method 


BLASTX 


NCBI GI 


gjl28181 


BLAST score 


157 


E value 


z . ue-iu 


Match length 


51 


% identity 


61 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


298158 


Seq. ID 


LIB3150-094-P2-K1-C2 


Method 


BIjASTN 


NCBI GI 


g22olo 


BLAST score 


57 


E value 


i . ue 


Match length 


1 Aft 

109 


% identity 


o o 
OD 


NL-bi Description 


Maize lo/l gene ror zein £cz ^zo ku giuueiin ^ j 


Seq. No. 


298159 


Seq. ID 


LIB3150-094-P2-K1-E11 


Method 


rjT 7V O rp XT 

BLASTN 


NCBI GI 


golzloU 


BLAST score 


73 


E value 


6.0e-33 


Match length 


125 


% identity 


90 


NCBI Description 


Z.mays GapC4 gene 


Seq. No. 


298160 


Seq. ID 


LIB3150-094-P2-K1-E12 


Method 


BLASTX 



41859 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl21296 
362 

1.0e-34 

109 

60 

1, 4-ALPHA-GLUCAN BRANCHING ENZYME (GLYCOGEN BRANCHING 

ENZYME) >gi_66573_pir NQECA 1, 4-alpha-glucan branching 

enzyme (EC 2.4.1.18) - Escherichia coli >gi_146142 (M13751) 
branching enzyme (EC 2.4.1.18) [Escherichia coli] 
>gi_1789839 (AE000419) - 1, 4-alpha-glucan branching enzyme 
[Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298161 . 

LIB3150-094-P2-K1-G8 

BLASTX 

g2583123 

226 

1.0e-18 

47 

83 

(AC002387) 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



G 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298162 

LIB3150-095-P1-N1-A1 

BLASTX 

g3738257 

168 

2.0e-12 

46 

78 

(AB018410) cytosolic phosphoglycerate kinase 1 
nigra] 



[Populus 



298163 

LIB3150-095-P1-N1-B5 

BLASTX 

g2851508 

327 

2.0e-30 

87 

70 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597, gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298164 

LIB3150-095-P1-N1-C2 

BLASTX 

g4432819 

153 

1.0e-10 

48 

62 

(AC006593) putative kinesin light chain 



[Arabidopsis 



41860 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298165 

LIB3150-095-P1-N1-D1 

BLASTX 

gl22085 

455 

2.0e-45 

109 

85 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana]. >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_324 9101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298166 

LIB3150-095-P1-N1-D3 

BLASTN 

gl421729 

38 

6.0e-12 

110 

84 

Zea mays T cytoplasm male sterility restorer factor 2 
mRNA, complete cds 



(rf2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298167 

LIB3150-095-P1-N1-E1 

BLASTN 

gl037129 

296 

1.0e-166 

400 

94 

(gamma-zeinA) =opaque2 modifier {5* region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



41861 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298168 

LIB3150-095-P1-N1-E12 

BLASTX 

g419803 

249 

1.0e-21 

69 

68 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



298169 

LIB3150-095-P2-K1-A7 

BLASTN 

gll54858 

45 

2.0e-16 

57 

95 

H. vulgare mRNA for L24 ribosomal protein 
298170 

LIB3150-095-P2-K1-H12 

BLASTN 

g2341060 

270 

I. 0e-150 
314 

96 

Zea mays translational initiation factor eIF-4A (tif-4A3) 
mRNA, complete cds 

298171 

LIB3150-096-P1-N1-D10 

BLASTX 

g99771 

335 

2.0e-31 

109 

66 

ubiquitin 81-aa extension protein 1 - Arabidopsis thaliana 
>gi_166934 (J05539) ubiquitin extension protein (UBQ5) 
[Arabidopsis thaliana] 

298172 

LIB3150-096-P1-N1-D2 

BLASTX 

g22168 

231 

9.0e-20 

62 

76 

(X15712) adenine- nucleotide translocator [Zea mays] 
298173 

LIB3150-096-P1-N1-D3 
BLASTX 



41862 



NCBI GI 


gll36122 


BLAST score 


496 


E value 


o a „ c A 


Match length 


119 


% identity 


79 


NCBI Description 


(X91ou/) alra-tuDulin [Oryza sativaj 


Seq. No. 


298174 


Seq. ID 


t TnOl c A A A ni mi c*l 

LIB3150-0y D-P1-N1-E1 


Method 


BLASTX 


NCBI GI 


g3925363 


BLAST score 


157 


E value 


1 A — 1 A 

1 . Oe-10 


Match length 


94 


% identity 


46 


NCBI Description 


(AFuo/9ol) nomeoaomam protein [Maius 


Seq. No. 


298175 


Seq. ID 


LIB3150-096-P1-N1-E / 


Method 


BLASTX 




gi /z oDby 


BLAST score 


153 


E value 


5. Oe-10 


Match length 


78 


% identity 


41 


NCBI Description 


HYPOTHETICAL 71.3 KD PROTEIN IN SCM4-1 



>gi_2131657_pir S64348 hypothetical protein YGR054w - 

yeast (Saccharomyces cerevisiae) >gi_1323065_emb_CAA97054_ 
(Z72839) ORF YGR054w [Saccharomyces cerevisiae] 



Seq. No. 


298176 


Seq. ID 


LIB3150-096-P1-N1-G4 


Method 


BLASTX 


NCBI GI 


g2505940 


BLAST score 


172 


E value 


2.0e-12 


Match length 


65 


% identity 


58 


NCBI Description 


(Y13071) 26S proteasome, non-ATPase 


Seq. No. 


298177 


Seq. ID 


LIB3150-097-P1-N1-A8 


Method 


BLASTX 


NCBI GI 


g312179 


BLAST score 


386 


E value 


2.0e-37 


Match length 


86 


% identity 


87 


NCBI Description 


(X73151) glyceraldehyde 3-phosphate 



(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No. 
Seq. ID 
Method 



298178 

LIB3150-097-P1-N1-E7 
BLASTN 



41863 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22292 
50 

4.0e-19 

82 

91 

Z.mays mRNA for glycine-rich protein 
298179 

LIB3150-097-P1-N1-E9 

BLASTX 

g2129946 

346 

1.0e-32 

87 
80 

ADP-ribosylation factor homolog GTP-binding protein NTGB1 
common tobacco (fragment) >gi_1184987 (U46927) NTGB1 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match* length 

% identity 

NCBI Description 



298180 

LIB3150-097-P1-N1-F7 
BLASTX 
gl703374 
199 

2.0e-15 
72 
67 

ADP-RIBOSYLATION FACTOR 1 
ADP-ribosylation factor 1 

>gi_861205 (U27120) ADP-ribosylation factor 
reinhardtii] 



>gi_2129457j?ir S66337 

- Chlamydomonas reinhardtii 

[ Chlamydomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298181 

LIB3150-097-P1-N1-F9 

BLASTX 

g!184774 

232 

2.0e-26 

103 

69 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

298182 

LIB3150-097-P1-N1-G7 

BLASTX 

gll84774 

204 

8.0e-25 

95 

72 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 
Seq. ID 
Method 



298183 

LIB3150-097-P1-N1-H10 
BLASTN 



41864 



NCBI GI 


g571474 


BLAST score 


33 


E value 


4.0e-09 


Match length 


65 


% identity 


88 


NCBI Description 


Chlamydomonas reinhardtn histone H3 (cn3-III), histoi 




(ch4-III), histone H2B (ch2b-III) and histone H2A 




(cnza-III) genes, complete cds 


Seq. No. 


298184 


Seq. ID 


LIB3 150-0 98 -P1-N1-B1 


Method 


nr TV p rrtV 

BLASTX 


NCBI GI 


gl658313 


BLAST score 


210 


E value 


6. Oe-17 


Match length 


52 


% identity 


75 


NCBI Description 


(Y08987) osr40g2 [Oryza sativa] 


Seq. No. 


298185 


Seq. ID 


LIB3150-098-P1-N1-B9 


Method 


BLASTX 


NCBI GI 


g3176711 


BLAST score 


192 


E value 


1.0e-14 


Match length 


88 


% identity 


57 


NCBI Description 


(AC002392) bZIP-like protein [Arabidopsis thaliana] 


Seq. No. 


298186 


Seq. ID 


LIB3 150-0 98 -P1-N1-D3 


Method 


BLASTX 


NCBI GI 


g4469005 


BLAST score 


242 


E value 


2.0e-20 


Match length 


88 


% identity 


51 


NCBI Description 


(AL035602) hypothetical protein [Arabiaopsis tnaliana 


Seq. No. 


298187 


Seq. ID 


LIB3150-098-P1-N1-E5 


Method 


BLASTX 


NCBI GI 


g3015621 


BLAST score 


236 


E value 


3.0e-20 


Match length 


72 


% identity 


72 


NCBI Description 


(AF035460) low molecular weight heat shock protein 




precursor [Zea mays] 


Seq. No. 


298188 


Seq. ID 


T TD01 Cfl ftflQ T3T XT 1 O /I 


Method 


BLASTX 


NCBI GI 


g2499932 


BLAST score 


172 


E value 


1.0e-12 


Match length 


52 



41865 



% identity 


67 ' . 


NCBI Description 


ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) >gi_726305 


(U22442) adenine phosphoribosyltransf erase form 1 [Triticum 




■aestivum] 


Seq. No. 


298189 


Seq. ID 


LIB3150-099-P1-N1-F12 


Method 


BLASTX 


NCBI GI 


g3687251. 


BLAST score 


.208 


E value 


8 . Oe-17 


Match length 


62 


% identity 


63 


NCBI Description 


(AC005169) unknown protein [Arabidopsis thaliana] 


Seq. No. 


298190 


Seq. ID 


t t n i c /"\ f\ f\ r\ t> i it t rift 

LIB3150-099-P1-N1-H8 


Method 


BLASTN 


NCBI GI 


g22172 


BLAST score 


39 


E value 


1 . Oe-12 


Match length 


71 


% identity 


89 


NCBI Description 


Maize ATP2 mRNA for mitochondrial ATP synthase beta subunit 


Seq. No. 


298191 


Seq. ID 


LIB3150-100-P1-N1-A7 


Method 


tit 7v f rn XT 

BLASTN 


NCBI GI 


g2811133 


BLAST score 


125 


E value 


4.0e-64 


Match length 


201 


% identity 


91 


NCBI Description 


Zea mays starch synthase isoform zSTSII-1 (zSSIIa) mRNA, 




partial cds 


Seq. No. 


298192 


Seq. ID 


LIB3150-100-P1-N1-E1 


Method 


BLASTX 


NCBI GI 


g4530611 


BLAST score 


401 


E value 


4.0e-39 


Match length 


81 


% identity 


91 


NCBI Description 


(AF134552) serine/threonine protein phosphatase PP2A-2 




catalytic subunit [Oryza sativa subsp. indica] 


Seq. No. 


298193 


Seq. ID 


LIB3150-100-P1-N1-E12 


Method 


BLASTX 




g^z4 4 / bU 


BLAST score 


155 


E value 


9.0e-ll 


Match length 


62 


% identity 


50 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis thaliana] 



41866 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298194 

LIB3150-100-P1-N1-H3 

BLASTN 

gl037129 

284 

1.0e-159 

358 

95 

( gamma- zeinA)=opaque2 modifier-{5' region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

298195 

LIB3150-100-P1-N1-H5 

BLASTX 

gll68609 

188 

2.0e-14 

71 

51 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_479664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXR1 (gb_ATHAXR1122) . [Arabidopsis thaliana] 

>gi_448755j?rf 1917337A ubiquitin-activating enzyme El 

* [Arabidopsis thaliana] 

298196 

LIB3150-100-P2-K1-C5 

BLASTX 

g445612 

149 

2.0e-09 

39 

77 

ribosomal protein S19 [Solanum tuberosum] 
298197 

LIB3150-100-P2-K1-D1 

BLASTX 

g!351270 

238 

5.0e-20 

53 

89 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi__478410_pir JQ2255 triose-phosphate isomerase (EC 

5.3.1.1) - rice >gi_169821 (M87064) triosephosphate 
isomerase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E -value 
Match length 



298198 

LIB3150-100-P2-K1-D8 

BLASTN 

g22469 

61 

9.0e-26 
207 



41867 



% identity 


81 . -yr* 


NCBI Description 


Maize mRNA for cytoplasmic ribosomal prote 


Seq, No. 


onoi a a 

298199 


Seq. ID 




Method 




NCBI GI 


g3372518 


BLAST score 


635 ' 


E value 




Match length 


123 


% identity 


97 


NCBI Description 


(ArUjUojij mvertase ilqb. maysj 


Seq. No. 


O A O A A A 

298200 


Seq. ID 


t Ton i ni di xTi r'T 


Metnod 




NCBI GI 


gl /llUob 


BLAST score 


322 


E value 


5.0e-30 


Match length 


9o 


% identity 


66 


NCBI Description 


(U78952) hydroxyproline rich glycoprotein ', 




sativum] 


Seq. No. 


A A A O A *1 

298201 


Seq. ID 


t moi cn iai r> i xTi T?i i 
LIBoloU-lUl-rl-Nl-Fll 






NCBI GI 


gll84774 


BLAST score 


401 


E value 


3.0e-39 


Match length 


91 


% identity 


85 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

298202 

LIB3150-102-P2-K1-E7 

BLASTN 

g2340107 

95 

4.0e-46 

186 

89 

Zea mays starch branching enzyme Ila (Sbe2a) mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298203 

LIB3150-103-P2-K1-A11 

BLASTX 

gl36063 

157 

2.0e-10 

35 

91 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 



41868 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



isomerase 1 [Zea mays] >gi_217974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 

298204 

LIB3150-103-P2-K1-B11 

BLASTX 

gl076531 

166 

2.0e-ll 

38 * - 

82 

hypothetical protein, pollen allergen homolog - garden pea 

>gi_2129891_pir S65056 pollen allergen homolog precursor 

(clone PPA1) - garden pea >gi_732905_emb_CAA59470_ (X85187) 
homology with pollen allergens [Pisum sativum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298205 

LIB3150-103-P2-K1-D3 

BLASTX 

g4150963 

164 

3.0e-ll 

57 

60 

(Y18620) DsPTPl protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298206 

LIB3150-103-P2-K1-E8 

BLAST N 

g625147 

144 

3.0e-75 

270 

97 

Zea mays protein disulfide isomerase 
cds 



(pdi) mRNA, complete 



Seq. No. 


298207 


Seq. ID 


LIB3150-103-P2-K1-F7 


Method 


BLASTX 


NCBI GI 


gl076820 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


41 


% identity 


80 


NCBI Description 


phosphoglycerate mutase (EC 5.4.2.1) - maize 


Seq. No. 


298208 


Seq. ID 


LIB3150-103-P2-K1-G12 


Method 


BLASTX 


NCBI GI 


g731827 


BLAST score 


143 


E value 


9.0e-09 


Match length 


54 


% identity 


50 


NCBI Description 


MITOCHONDRIAL ACIDIC PROTEIN MAM33 PRECURSOR 



>gi_626327_pir S48409 hypothetical protein YIL070c - yeast 



41869 



(Saccharomyces cerevisiae) >gi_557799__emb_CAA86153_ 
(Z38060) orf, len: 266, CAI : 0.21 [Saccharomyces 
cerevisiae] 



Seq. No. 


298209 


Seq. ID 


LIB3150-104-P2-K1-A5 


Method 


BLASTX 


NCBI GI 


gl762945 


BLAST score 


150 


E value 


l.0e-09 . 


Match length 


45 


% identity 


69 


NCBI Description 


(U66269) ORF; able to induce 3 




tabacum] 


Seq. No. 


298210 


Seq. ID 


LIB3150-104-P2-K1-D5 


Method 


BLASTX 


NCBI GI 


g3790441 


BLAST score 


148 


E value 


2.0e-09 


Match length 


36 


% identity 


89 


NCBI Description 


(AF030515) chaperonin 60 alpha 


Seq. No. 


298211 


Seq. ID 


• LIB3150-104-P2-K1-D8 


Method 


BLAST N 


NCBI GI 


g2662309 


BLAST score 


41 


E value 


8.0e-14 


Match length 


61 


% identity 


92 


NCBI Description 


Hordeum vulgare mRNA for bpwl, 


Seq. No. 


298212 


Seq. ID 


LIB3150-104-P2-K1-F1 


Method 


BLASTX 


NCBI GI 


g3334323 


BLAST score 


374 


E value 


7.0e-36 


Match length 


87 


% identity 


83 


NCBI Description 


GTP-BINDING PROTEIN SAR1A >gi : 



[Nicotiana 



alpha subunit [Canavalia lineata] 



[Arabidopsis thaliana] >gi_2104532_gb_AAC78700 . 1_ 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi_2104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



298213 

LIB3150-104-P2-K1-F2 

BLASTN 

g3925236 

74 

2.0e-33 

152 

87 



41870 



NCBI Description 



Zea mays 6-phosphogluconate dehydrogenase gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298214 

LIB3150-104-P2-K1-H6 

BLASTX 

g3763917 

209 

8.0e-17 

44 

84' 

(AC004450) hypothetical protein [Arabidopsis thaliana] 
>gi_4531438_gb_AAD22123.1_AC006224_5 (AC006224) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


298215 


Seq. ID 


LIB3150-105-P2-K1-A4 


Method 


BLASTN 


NCBI GI 


g902526 


BLAST score 


84 


E value 


1 . Oe-39 


Match length 


136 


% identity 


90 


NCBI Description 


Zea mays clone MubG7 ubiquitin fusion protei 




complete cds 


Seq. No. 


298216 


Seq. ID 


LIB3150-105-P2-K1-B7 


Method 


BLASTN 


NCBI GI 


g2642323 


BLAST score 


z4 b 


E value 


1 . Oe-136 


Match length 


279 


% identity 


y / 


NCBI Description 


Zea mays profilin (PR04) mRNA, complete cds 


Seq. No. 


298217 


Seq. ID 


LIB3150-105-P2-K1-E5 


Meunoa 


DT 71CTM 


NCBI GI 


g217973 


BLAST score 


131 


E value 


1.0e-67 


Match length 


230 


% identity 


92 


NCBI Description 


Zea mays gene for triosephosphate isomerase, 


Seq. No. 


298218 


Seq. ID 


LIB3150-105-P2-K1-G1 


Method 


BLASTN 


NCBI GI 


g602252 


BLAST score 


42 


E value 


1.0e-14- 


Match length 


211 


% identity 


78 


NCBI Description 


Zea mays enolase (eno2) mRNA, complete cds 


Seq. No. 


298219 


Seq. ID 


LIB3150-106-P2-K1-B5 



41871 



Method 


BLASTX 


NCBI GI 


g2230873 


BLAST score 


197 


E value 


4 . Oe-15 


Match length 


67 


% identity 


60 


NCBI Description 


/ V ft O A ft A \ 


Seq. No. 


r\ f\ r\ r\ r\ 

298220 


Seq. ID 


LIB3150- 


Method 


BLASTN 


NCBI GI 


gl335965 


BLAST score 


40 


E value 


3. 0e-13 


Match length 


148 


% identity 


82 


NCBI Description 


Zea mays 


Seq. No. 


298221 


Seq. ID 


LIBJloO- 


Method 


BLASTX 




—i i Toon 
gi i / z y / / 


BLAST score 


359 


E value 


3.0e-34 


Match length 


77 


% identity 


86 


NCBI Description 


60S RIBO 



-F12 



tAL PROTEIN L18 >gi_606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298222 

LIB3150-106-P2-K1-H1 

BLASTX 

gl076800 

215 

3.0e-17 

57 

77 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic Isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503j?rf 2111423A ascorbate 

peroxidase [Zea mays] 

298223 

LIB3150-106-P2-K1-H3 

BLASTN 

g22144 

292 

1.0e-163 

344 

96 

Maize anaerobically regulated gene for fructose 
bisphosphate aldolase (EC 4.1.2.13) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298224 

LIB3150-106-P2-K1-H8 

BLASTX 

g2996166 



41872 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



255 

5.0e-22 

55 

82 

(AF051757) putative 60S .ribosomal protein L15 [Picea 
mariana] >gi_2996168 (AF051758) putative 60S ribosomal 
protein L15 [Picea mariana] >gi_2996170 (AF051759) putative 
60S ribosomal protein L15 [Picea mariana] 

298225 

LIB3150-107-P1-N1-E12 

BLASTX 

g3548818 

206 

3.0e-16 

113 
43 

(AC005313) unknown protein [Arabidopsis thaliana] 



Mi 
01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity* 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298226 

LIB3150-107-P1-N1-E4 

BLASTN 

g577818 

62 

2.0e-26 

125 

89 

Z.mays gene for H2B histone (gH2B4) 
298227 

LIB3150-107-P1-N1-F4 

BLASTX 

g462195 

242 

2.0e-20 
71 

66 ' 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (G0S2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298228 

LIB3150-107-P1-N1-H4 

BLASTX 

g4510423 

175 

7.0e-13 

87 

45 

(AC006929) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298229 

LIB3150-107-P2-K1-A10 

BLASTN 

g498774 



41873 



BLAST score 


220 


E value 


l.oe-izu 


Match length 


ft 

267 


% identity 


96 


NCBI Description 


^.rnays (cv unoxun/; nsp/u-o iiikina ror near: 


Seq. No. 


0 ft 0 0 *5 /*\ 
298230 


Seq. ID 


t TDii cn 1 m DO VI _D1 f\ 


Method 


BLASTX 


NCBI GI 


— ft A ft ft C 1 ft 

g2492519 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


43 


% identity 


77 


NCBI Description 


/~ c> nnArnpTv on 1 rsc/TTT 7\m^\ftv fnnnxiT rn ~i / 0 £T 0 on* 

26S PROTEASE REGULATORY SUBUNIT / (^oS PR* 




7) >gi 1395191 CUD] BAA13U21 (Dool/1) zoS 




subunit [Spinacia oleracea] 


Seq. No. 


298231 


Seq. ID 


T TD"31 CO T m DO VI DC 


Method 


DT BO rn vi 

BLASTN 


NCBI GI 


g498772 


BLAST score 


143 


E value 


1.0e-74 


Match length 


ft c ft 

252 


% identity 


89 


NCBI Description 


Z.mays (cv DHoxDH/) nsp/U-4 mRNA tor neat 


Seq. No. 


ft ft ft n ft ft 

298232 


Seq. ID 


T T001 C ft 1 ftH T^O 1/1 TT 1 1 ft 

LIB315U-1U /-Pz-KI-t 


MetnOu 


DT A C? TXT 


NCBI GI 


— ft O Jl 1 ft z'" ft 

g2341060 


BLAST score 


181 


E value 


3.0e-97 


Match length 


ft ft rr 

285 


% identity 


91 


NCBI Description 


Zea mays translational initiation factor i 




mRNA, complete cds 


Seq. No. 


^ r\ t\ 0 *^ 
298233 


Seq. ID 


T TDO 1 r- ft 1 ft ~i 00 tri tt ft 

LIB3150-107-P2-K1-HZ 


Metnoa 


BL1A0TN 


NCBI GI 


g22324 


BLAST score 


172 


E value 


z~ ft ft ft 
6 . Oe-92 


Match length 


ft T ft 

212 


% identity 


95 


nudI Description 


^.mays mRNA ror n^b nistone (clone cn&Dd/.. 


Seq. No. 


ft ft ft ft ft j 
298234 


Seq. ID 


LIB3150-108-P1-N1-A11 


we unoa 


DT ZiCTY 


NCBI GI 


gl658313 


BLAST score 


148 


E value 


2.0e-09 


Match length 


102 


% identity 


39 



41874 



NCBI Description 



(Y08987) osr40g2 [Oryza sativa] 



Seq. No. 298235 

Seq. ID LIB3150-108-P1-N1-C4 

Method BLASTX 

NCBI GI g419803 

BLAST score 347 

E value 1.0e-32 

Match length 122 

% identity 60 

NCBI Description zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

Seq. No. 298236 

Seq. ID LIB3150-108-P1-N1-C5 

Method BLASTX 

NCBI GI gl68664 

BLAST score 317 

E value 2.0e-29 

Match length 65 

% identity 88 

NCBI Description (M13507) zein protein precursor [Zea mays] 

Seq. No. 298237 

Seq. ID LIB3150-108-P1-N1-E2 

Method BLASTX 

NCBI GI g3335372 

BLAST score 172 

E value 3.0e-12 

Match length 122 

% identity 38 

NCBI Description (AC003028) putative SRG1 protein [Arabidopsis thaliana] 

Seq. No. 298238 

Seq. ID LIB3150-108-P1-N1-E5 

Method BLASTX 

NCBI GI gI658313 

BLAST score 321 

E value 8.0e-30 

Match length 91 

% identity 34 

NCBI Description (Y08987) osr40g2 [Oryza sativa] 

Seq. No. 298239 

Seq. ID LIB3150-108-P1-N1-G2 

Method BLASTX 

NCBI GI g3746936 

BLAST score 175 

E value 3.0e-13 

Match length 69 

% identity 54 

NCBI Description (AF091808) actin 1 [Anemia phyllitidis] 

Seq. No. 298240 

Seq. ID LIB3150-108-P1-N1-H7 

Method BLASTX 

NCBI GI g2282584 



41875 



BLAST score 
' E- value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



486 

4.0e-49 

110 

85 

(U76259) elongation factor 1-alpha [Zea mays] 
298241 

LIB3150-108-P2-K1-B9 

BLASTN 

gl575127 

103 

1.0e-50 

345 

82 

Zea mays lumenal binding protein cBiPe2 mRNA, complete cds 
298242 

LIB3150-108-P2-K1-E10 

BLASTX 

g445613 

174 

2.0e-12 

50 

64 

ribosomal protein L7 [Solanum tuberosum] 
298243 

LIB3150-108-P2-K1-E5 

BLASTN 

gl68512 

147 

6.0e-77 

365 

88 

Maize major protein (L3) 
bodies, 3' end 



mRNA from the surface of lipid 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



298244 

LIB3150-108-P2-K1-F7 

BLASTX 

g4512699 

181 

3.0e-13 

53 

62 

(AC006569) putative NADH-ubiquinone oxireductase 
[Arabidopsis thaliana] 

298245 

LIB3150-108-P2-K1-H3 

BLASTN 

gll84773 

154 

3.0e-81 

182 

97 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC3 



41876 



(gpc3) mRNA, complete cds 





Seq. No. 


z9oz4b 




Seq. ID 


LIB3150-109-P2-K1-A4 




Method ■ 


BLASTX 




NCBI GI 


g2827700 




BLAST score 


200 




E value 


2 . Oe-15 




Match length 


84 




' % identity 


A f\ • 

49 




NCBI Description 


(AL021684) DEAD box ATP dependent helicase protein 






[Arabidopsis thaliana] 




Seq. No. 






Seq. ID 


LIB3150-109-P2-K1-BO 




Method 


BLASTX 




NCBI GI 


g4309698 




BLAST score 


307 


u 


E value 


4.0e-28 


yy 


Match length 


130 


01 


% identity 


56 


53 


NCBI Description 


(AC006266) putative glucosyltransf erase [Arabidopsis 






thaliana] 


a n : 


Seq. No. 


29824 o 




Seq. ID 


LIB3150-109-P2-K1-D12 


i-r £ 


Method 


BLASTN 


- 


. NCBI GI 


g22272 




BLAST score ,■• 


98 




E value 


1.0e-47 




Match length 


287 




% identity 


86 


C 


NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 


jj. 5 


Seq. No. 


298249 


jj, .i 


Seq. ID 


LIB3150-109-P2-K1-E6 




Method 


BLASTN 




NCBI GI 


gl68505 




BLAST score 


41 




E value 


5.0e-14 




Match length 


45 




% identity 


98 




NCBI Description 


Zea mays histone H3 gene, complete cds 




Seq. No. 


29o2bU 




beq. ID 






Method 


BLASTX 




NCBI GI 


gll69533 




BLAST score 


335 




E value 


3.0e-31 




Match length 


81 




% identity 


85 




NCBI Description 


ENOLASE (2-PH0SPH0GLYCERATE DEHYDRATASE) 



( 2 - PHOS PHO- D-GL YCERATE HYDRO-LYASE ) 

>gi_515827_emb_CAA56645_ (X80474) enolase [Neocallimastix 
frontalis] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298251 

LIB3150-109-P2-K1-G2 

BLASTX 

g!36057 

194 

9.0e-15 

45 

84 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499jpir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



y 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298252 

LIB3150-109-P2-K1-H10 

BLASTN 

g998429 

144 

3.0e-75 

333 

85 

GRFl=general regulatory - factor [Zea mays, XL80, 
5348 nt] 



Genomic, 



3 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298253 

LIB3150-110-P2-K1-C4 

BLASTN 

g22272 

72 

3.0e-32 

215 

82 

Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 
298254 

LIB3150-110-P2-K1-D11 

BLASTN 

gl532072 

72 

4.0e-32 

247 

81 

Z.mays mRNA for S-adenosylmethionine decarboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298255 

LIB3150-110-P2-K1-D12 

BLASTN 

g312178 

89 

2.0e-42 

143 

58 

Z.mays GapC2 gene 



Seq. No. 
Seq. ID 
Method 



298256 

LIB3150-110-P2-K1-G2 
BLASTN 



41878 



NCBI GI 


g531832 


BLAST score 


36 


E value 


3. Oe-11 


Match length 


76 


% identity 


87 


NCBI Description 


Cloning vector pSport2, complete sequence 


Seq. No. 


298257 


Seq. ID 


LIB3150-110-P2-K1-G6 


Method 


BLASTN 


NCBI GI 


g902585 


BLAST score 


35 


E value 


4 ,0e-10 


Match length 


55 


% identity 


91 


NCBI Description 


Zea mays clone MubG9 ubiquitin gene, complete cds 


Seq. No. 


298258 


Seq. ID 


LIB3150-111-P2-K1-C5 


Method 


BLASTN 


NCBI GI 


g293886 


BLAST score 


38 


E value 


6.oe-i2 - 


Match length 


74 - " * 


% identity 


88 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase mRNA, 




end, (clone GAPC3) 


Seq. No. 


298259 


Seq. ID 


LIB3150-112-P2-K1-A3 


Method 


BLASTX 


NCBI GI 


g2695941 


BLAST score 


200 


E value 


1.0e-15 


Match length 


50 


% identity 


76 


NCBI Description 


(AJ222784) ribosomal like-protein [Hordeum vulgare] 


Seq. No. 


298260 


Seq. ID 


LIB3150-112-P2-K1-A5 


Method 


BLASTX 


NCBI GI 


g2498077 


BLAST score 


5.10 


E value 


8.0e-52 


Match length 


99 


% identity 


97 


NCBI Description 


NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 



(PP18) >gi_1777930 (U55019) 
[Saccharum of f icinarum] 



nucleoside diphosphate kinase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



298261 

LIB3150-112-P2-K1-A6 

BLASTN 

g2431766 

173 

1.0e-92 
217 



41879 



% identity 


95 


NCBI Description 


Zea mays acidic ribosomal protein P3a (rpp3a) mRNA, 




complete cds 


Seq. No. 


O A O O f O 

298262 


Seq. ID 


LIB3 150-1 12- P2-K1-B / 


Method 


BLASTX 


NCBI GI 


g3860277 


BLAST score 


392 


E value 


5.0e-38 


Match length 


88 


% identity 


86 


NCBI Description 


(AC005824) putative ribosomal protein L10 [Arabidopsis 




thaliana] >gi_4314394__gb_AAD15604__ (AC006232) putative 




ribosomal protein L10A [Arabidopsis thaliana] 


Seq. No. 


298263 


Seq. ID 


LIB315Q-112-P2-K1-C2 


Method 


BLASTX 


NCBI GI 


gl9614 , 


BLAST score 


171 


E value 


4 . Oe-12 


Match length 


45 


% identity 


78 


NCBI Description 


(Xl3o//) nistone Ho (AA l-oo) LMeaicago sativaj 


Seq. No. 


298264 


Seq. ID 


LIB3 150-1 12 -P2-K1-F5 


Method 


BLAST N 


NCBI GI 


gll84773 


BLAST score 


44 


E value 


9.0e-16 


Match length 


116 


% identity 


86 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC. 




(gpc3) mRNA, complete cds 


Seq. No. ' 


298265 


Seq. ID 


LIB3 150-1 12 -P2-K1-G3 


Method 


BLASTX 


NCBI GI 


gl653293 


BLAST score 


160 


E value 


8 . Oe-11 


Match length 


58 


% identity 


57 


NCBI Description 


(D90912) ornithine acetyltransf erase [Synechocystis sp 


Seq. No. 


298266 


Seq. ID 


LIB3 150-1 12 -P2-K1-H5 


Method 


BLASTN 


NCBI GI 


g2257755 


BLAST score 


zUz 


E value 


1.0e-110 


Match length 


311 


% identity 


91 


NCBI Description 


Zea mays nucleolar histone deacetylase HD2-p39 mRNA, 




complete cds 



41880 



beq. No. 


£. yozb / 


beq. ii) 


Lib OlOU"! lO~rZ"~J\l~C0 


Method 


BLAST N 


NCBI GI 


g2345153 


BLAST score 


1/0 


E value 


8 . Oe-94 


Match length 


o c c 

255 


% identity 


Q *3 


NCBI Description 


Zea mays ribsomal protein S4 


beq. No. 


z yoz bo 


beq. 1U 




Method 


BLASTN 


NCBI GI 


g3294466 


BLAST score 




E value 


4 . Oe-lb 


Match length 


127 


% identity 




NCBI Description 


Zea mays phosphoglucomutase 


Seq. No. 




beq. ID 


Lib JlOU-1 lO-r^-Jxl— b3 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


loO 


E value 


6 . Oe-85 


Match length 


212 


% identity 




NCBI Description 


Maize Zc2 gene for zein Zc2 


Seq. No. 




beq. id 


Lib JlOU-llo-ir^-Jxl-rio 


Method 


BLASTX 


NCBI GI 


g4581156 


BLAST score 


290 


E value 


5.0e-26 . 


Match length 


63 


% identity 


90 


NCBI Description 


(AC006919) putative pyruvate 


beq. No. 


^yoz /l 


O « TH 

beq. ID 


LlbolOU-114-F^-l\l-Uo 


rieunoci 


OLrio 1 A 


NCBI GI 


gll74536 


BLAST score 


144 


E value 


5.0e-09 


Match length 


37 


% identity 


70 


NCBI Description 


ASPARAGINYL-TRNA SYNTHETASE 



(rps4) mRNA, complete cds 



1 mRNA, complete cds 



(28 kD glutelin-2) 



[Arabidopsis thaliana] 



(ASPARAGINE — TRNA LIGASE) 

(ASNRS) >gi_1073865_pir B64115 asparagine — tRNA ligase (EC 

6.1.1.22) - Haemophilus influenzae (strain Rd KW20) 
>gi_1574761 (U32810) asparaginyl-tRNA synthetase (asnS) 
[Haemophilus influenzae Rd] 



Seq. No. 
Seq. ID 



298272 

LIB3150-114-P2-K1-H5 



41881 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl68694 

59 

1.0e-24 

125 

94 

Maize gamma zein mRNA, partial cds 



298273 

LIB3150-116-P2-K1-B8 

BLASTX 

gl706323 

217 

2.0e-17 

114 

45 

ORNITHINE DECARBOXYLASE 
ornithine decarboxylase 
>gi_8 7 1 0 0 8_emb_CAA6 1 1 2 1_ 
[Datura stramonium] 



(ODC) >gi_2118242^pir S64704 

(EC 4.1.1.17) - jimsonweed 
(X87847) ornithine decarboxylase 



298274 

LIB3150-116-P2-K1-G5 

BLASTN 

g!895083 

34 

1.0e-09 

86 

85 

Zea mays golgi associated protein se-wap41 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298275 

LIB3150-117-P2-K1-B7 

BLASTX 

g2642446 

154 

3.0e-10 

51 

65 

(AC002391) similar to auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

298276 

LIB3150-117-P2-K1-F8 

BLASTN 

g21047.11 

41 

6.0e-14 

69 
90 

Zea mays endosperm specific protein mRNA, complete cds 
298277 

LIB3150-117-P2-K1-G4 

BLASTN 

g998429 



41882 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211 

1.0e-115 
319 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 

298278 

LIB3150-117-P2-K1-H6 

BLASTX 

g4506635 

186 

5.0e-14 

61 

62 

ribosomal protein L32 >giJL32886_sp_P02433_RL32_HCJMAN 60S 

RIBOSOMAL PROTEIN L32 >gi_71335_pir R5HU32 ribosomal 

protein L32 - human >gi_71336_pir R5MS32 ribosomal protein 

L32 - mouse >gi_71337_pir R5RT32 ribosomal protein L32 - 

rat >gi_36132_emb_CAA27048_ (X03342) rpL32 (aa 1-135) [Homo 
sapiens] >gi_57117_emb_CAA29777_ (X06483) ribosomal protein 
L32 [Rattus norvegicus] >gi_200781 (K02060) ribosomal 

protein L32-3A [Mus musculus] >gi_226004 j?rf 1405339A 

ribosomal protein L32 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298279 

LIB3150-118-P2-K1-G9 

BLAST N 

g2431770 

60 

5.0e-25 

228 

82 

Zea mays acidic ribosomal protein P2b (rpp2b) mRNA, 
complete cds 

298280 

LIB3151-001-P1-K1-A11 

BLASTX 

g22216 

246 

4.0e-21 

64 

80 

(X55722) 22kD zein [Zea mays] 
298281 

LIB3151-001-P1-K1-A4 

BLASTX 

gl21472 

144 

3.0e-12 

88 

50 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 
>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) 



41883 



* 



rttaize >gi__2228?_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi2;22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 





Seq. No. 


298282 




Seq. ID 


LIB3151-001-P1-K1-A8 




Method 


BLASTX 




NCBI GI 


gl41597 




BLAST score 


346 




E value 


1.0e-32 




Match length 


129 




% identity 


63 




NCBI Description 


ZEIN- ALPHA PRECURSOR (19 






>gi_72314_pir ZIZM3 19K 






>gx_2 254 5_emb_CAA2 4 7 2 8_ 






[Zea mays] 




Seq. No. 


298283 




Seq. ID 


LIB3151-001-P1-K1-B6 




Method 


BLASTX 


£n 


NCBI GI 


gl68701 




BLAST score 


520 




E value 


8.0e-55 




Match length 


140 


fesF 


% identity 


79 


pi 


NCBI Description 


(M60837) zein [Zea mays] 




Seq. No. 


298284 


c 

3 ; 


Seq. ID 


LIB3151-001-P1-K1-B7 




Method 


BLASTN 




NCBI GI 


g22549 


'M= 


BLAST score 


227 


S 3 


E value 


1.0e-125 




Match length 


311 




% identity 


93 




NCBI Description 


Maize gene for a 27kDa si 




Seq. No. 


298285 




Seq. ID 


LIB3151-001-P1-K1-C12 




Method 


BLASTX 




NCBI GI 


gl41608 




BLAST score 


160 




E value 


2.0e-ll 




Match length 


64 




% identity 


62 




NCBI Description 


ZEIN- ALPHA PRECURSOR (19 






zein, 19K - maize >gi_22< 






zein [Zea mays] 




Seq. No. 


298286 




Seq. ID 


LIB3151-001-P1-K1-C5 




Method 


BLASTX 




NCBI GI 


gl41597 




BLAST score 


311 




E value 


2.0e-28 




Match length 


116 




% identity 


60 



KD) (CLONE A30) 

zein precursor (clone A30) - maize 
(V01481) reading frame zein [2] 



41884 



NCBI Description 



ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298287 

LIB3151-001-P1-K1-D10 

BLASTX 

gl41617 

243 

2.0e-21 

101 

54 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945j?ir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


298288 


Seq. ID 


LIB3151-001-P1-K1-D12 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


279 


E value 


1.0e-156 


Match length 


355 


% identity 


95 


NCBI Description 


Maize endosperm glutelin-2 < 


Seq. No. 


298289 


Seq. ID 


LIB3151-001-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g224513 


BLAST score 


172 


E value 


7.0e-13 


Match length 


51 


% identity 


75 


NCBI Description 


zein M6 [Zea mays] 


Seq. No. 


298290 


Seq. ID 


LIB3151-001-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl35060 


BLAST score 


405 


E value 


1.0e-39 


Match length 


90 


% identity 


87 


NCBI Description 


SUCROSE SYNTHASE 1 (SUCROSE 



( SHRUNKEN- 1 ) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298291 

LIB3151-001-P1-K1-E12 

BLASTN 

g4"185305 



41885 



BLAST scare 


193 


E value 


1.0e-104 


Match length 


289 


% identity 


92 


NCBI Description 


Zea mays cosmid IV.1E1 22-kDa < 




(sz22-21) gene, complete cds; : 




protein, polyprotein, and copi< 




cds; and unknown genes 


Seq. No. 


298292 


Seq. ID 


LIB3151-001-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gll72977 


BLAST score 


217 


E value 


1.0e-17 


Match length 


92 


% identity 


50 


NCBI Description 


60S RIBOSOMAL PROTEIN L18 >gi_' 




ribosomal protein L18 [Arabido] 


Seq, No. 


298293 


Seq. ID 


LIB3151-001-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


180 


E value 


2.0e-13 


Match length 


74 


% identity 


55 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 


Seq. No. 


298294 


Seq. ID 


LIB3151-001-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


238 


E value 


1.0e-131 


Match length 


278 


% identity 


97 


NCBI Description 


Maize gene for a 27kDa storage 


Seq. No. 


298295 


Seq. ID 


LIB3151-001-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl68695 


BLAST score 


157 


E value 


2.0e-10 


Match length 


89 


% identity 


46 


NCBI Description 


(M16218) gamma zein [Zea mays] 




zein gamma [Zea mays] 



retrotransposon Opie-2 gag 
rotein genes, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298296 

LIB3151-001-P1-K1-F7 

BLASTN 

gl68681 

102 

4.0e-50 



41886 



Match length 

% identity 

NCBI Description 



245 
86 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



seq. No. 


OQpO Q*7 


Seq. ID 




Method 








BLAST score 




E value 


j . ue- u y 


Ma ten xengun 




% identity . 


Q Q 

yy 




liaise ^ciic J. ^ i. a / rk.ua o oui ay ^ 


Seq. No. 


298298 


Seq. ID 


LIB3151-001-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g22122 


BLAST score 


222 


E value 


2.0e-18 


Match length 


53 


% identity 


87 


NCBI Description 


(X04050) alcohol dehydrogenase 



zein 



(AF050457) alcohol dehydrogenase 



[Zea mays] >gi_3420021 
1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298299 

LIB3151-001-P1-K1-H11 

BLASTN 

g22549 

113 

6.0e-57 

197 

89 

Maize gene for a 27kDa storage protein, zein 
298300 

LIB3151-001-P1-K1-H8 

BLASTN 

gl68665 

208 

1.0e-113 

252 

96 

Maize 16-kDa zein-2 mRNA, complete cds 
298301 

LIB3151-002-P1-K1-A3 

BLASTX 

gl21472 

142 

7.0e-09 

70 

44 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 
>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) 



41887 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

-E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298302 

LIB3151-002-P1-K1-A7 

BLASTX 

g82660 

162 

3.0e-ll 

62 - r -' 
56 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 

298303 

LIB3151-002-P1-K1-C2 

BLASTX 

gl21472 

149 

7.0e-22 

106 

54 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298304 

LIB3151-002-P1-K1-C3 

BLASTX 

g!35417 

209 

7.0e-17 

49 

78 

TUBULIN ALPHA- 3 CHAIN >gi_10094 6_pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb_CAA44861_ (X63176) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 . 
tubulin [Zea mays] 

298305 

LIB3151-002-P1-K1-C5 

BLASTX 

g550542 

183 

3.0e-26 

133 

51 

(X81831) cytochrome P450 [Zea mays] 

>gi_1850903_emb_CAA72196_ (Y11368) cytochrome p450 [Zea 
mays ] 

298306 

LIB3151-002-P1-K1-C6 



41888 



Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl21472 

257 

3.0e-22 

110 

45 

GLUTELIN 2 PRECURSOR ( ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298307 

LIB3151-002-P1-K1-D1 

BLASTN 

gl68679 

40 

4.0e-13 

56 

93 

Maize 19 JcDa zein mRNA, clone cZ19C2, complete cds. 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 





Seq. No. 


298308 




Seq. ID 


LIB3151-002-P1-K1-E2 




Method 


BLASTX 


•ET - 


NCBI GI 


g2832246 




BLAST score 


367 




E value 


4.0e-35 




Match length 


124 




% identity 


66 




NCBI Description 


(AF031569) 22-kDa alpha zein 8 [Zea mays] 




Seq. No. 


298309 




Seq. ID 


LIB3151-002-P1-K1-E3 




Method 


BLASTX 




NCBI GI 


gl21472 




BLAST score 


184 




E value 


1.0e-13 




Match length 


80 




% identity 


49 




NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 



(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) ( ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_einb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



298310 

LIB3151-002-P1-K1-E5 

BLASTX 

gl6073 

369 

2.0e-35 

109 

70 



41889 



Nv^bx ue script ion 


(Aoyozoj zein protein lAceuaouiaria meaiterraneaj 


Seq. No. 


z9a Jll 


beq. iu 


LlDJljl~UUi rl ivl bl 


Method 


nT 7\ OTX1 


NCBI GI 


g22215 


BLAST score 


70 


E value 


4 . ue- Ji 


Match length 


312 


% identity 


84 


NCBI Description 


Z.mays ZSF4C1 gene for zein 


Seq. No. 


298312 


beq. iu 




Method 


BLASTX 


NUdI bl 


— o 1 yl CT3Q 

g^ 14 d / 


BLAST score 


227 


E value 


1.0e-18 


Match length 


by 


% identity 


65 


NCBI Description 


hexokinase (EC i./.l.l) l - Araoiaopsis thaiiana >gi 




(Uzo214) hexokinase 1 [Araoiaopsis tnalianaj 


Seq. No. 


298313 


beq. iu 


Llbolol-UUZ-rl-rvl-bD 


Method 


bliAbl A 


NCBI GI 


gl68699 


BLAST score 


236 


E value 


7.Ue-2U 


Match length 


CO 
DO 


% identity 


74 


NCBI Description 


(MdOojd) zein [Zea maysj 


Seq. No. 


298314 


Seq* ID 


LIBJlbl-0vJ2-Pl-Kl-Hz 


Metnoa 


bliAb J. A 


NCBI GI 


gl68701 


BLAST score 


276 


E value 


1.0e-24 


Match length 


96 


% identity 


65 


NCBI Description 


(Md0o37) zein [Zea maysj 


Seq. No. 


O AO")1 C 

298315 


O n n TVS 

beq. iu 


T TDQ1 CI nno ni vi tin 

LIdo151-UUz-P1-K1-H / 


Method 


r-\ T 7\ O m XT 

BLASTN 


NCBI GI 


gl68425 


BLAST score 


180 


E value 


9.Ue-9/ 


Match length 


o c o 

252 


% identity 


93 


in^di Ucsciipuion 


iica mays Diittie 1 protein idli j mr\LN/i / LompicLc luo 


Seq. No. 


298316 


Seq. ID 


LIB3151-003-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2832247 



41890 



BLAST score 


261 


E value 


a a o o 

9 . Oe-23 


Match length 


A A 

99 


% identity 


58 


jnudi ue scrip mon 


(Aruoiooyj z^~Kua aipna 


Seq. No. 


298317 


beq. id 


LIB JlOl-UU J-Q1-K1-A11 




QT TV OTM 


NCBI GI 


g22514 


BLAST score 


33 


E value 


A A a A A 


Matcn length 


loo 


% identity 


O A 


ncd± uescription 


Maize Zcl gene for Zein 


Seq. No. 


298318 


beq. iu 


lilb J101-UU J-yi-J\l-A4 




qt aCTY 

oliAb 1 A 


NCBI GI 


gl41615 


BLAST score 


162 


E value 


2.0e-14 


Matcn lengtn 


/o 


% identity 


73 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 




>gi ^2o3b eitlD CAA24/^/ 


Seq. No. 


298319 


beq. ID 


LIBolDl-UUJ-yi-Kl-Ao 


Method 


QT TVCfpV 


NCBI bl 


gz44UlbU 


BLAST score 


215 


E value 


1.0e-17 


Match length 


67 


% identity 


63 


NCBI Description. 


(Y14836) beta-galactosid; 




— rp »7 n An T 

pi ziiyu 


Seq. No. 


298320 


beq. ID 


T PI A.AO A1 VI 7\ Q 

lijdjidi— uuj-yi— j\i - Ay 


KA /^v 4^ l-i j-v /-J 


DXxMO X A 


NCBI GI 


gl21472 


BLAST score 


205 


E value 


4.0e-16 


Match length 


98 


% identity 


45 



10 [Zea mays] 



(14 kD zein-2) 



KD) (CLONE PZ22.3) 
(V01480) zein protein 3 [Zea mays] 



[Phagemid cloning vector 



NCBI Description 



Seq. No. 
Seq. ID 
Method ■ 
NCBI GI 



GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326jpir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298321 

LIB3151-003-Q1-K1-B12 

BLASTX 

g548852 



41891 



5 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



353 

2.0e-33 

82 

78 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

298322 

LIB3151-003-Q1-K1-C1 
BLASTN ' 
gl68484 
45 

2.0e-16 

53 

96 

Maize endosperm glutelin-2 gene, complete cds 
298323 

LIB3151-003-Q1-K1-C12 

BLASTX 

g4249662 

168 

7.0e-12 

87 

45 

(AF0898iO) Altered Response to Gravity [Axabidopsis \ 
thaliana] 

298324 

LIB3151-003-Q1-K1-C4 

BLASTX 

gl41597 

214 

2.0e-17 

108 

44 

ZEIN-ALPHA PRECURSOR ■ (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



298325 

LIB3151-003-Q1-K1-C6 

BLASTX 

gl68699 

402 

3.0e-39 

96 

83 

(M60836) zein [Zea mays] 
298326 

LIB3151-003-Q1-K1-D1 

BLASTX 

gl00925 

219 



41892 



E value 
Match length 
% identity 
NCBI Description 



6.0e-18 

84 

49 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 





Seq. No. 


298327 




Seq. ID 


LIB3151-003-Q1-K1-D10 




Method 






NCBI GI- 


g2982322 




BLAST score 


246 ' ' 




E value 


2 . Oe-^l 




Match length 


c c 
00 




^ lUcntlLy 






NCBI Description 


(AF051246) probable proteasome 




Seq. No. 


298328 




Seq. ID 


LIB3151-003-Q1-K1-D12 




Method 


BLASTX 




NCBI GI 


g!33867 




BLAST score 


464 




E value 


2.0e-46 


05 


Match length 


111 




% identity 


77 




NCBI Description 


40S RIB0S0MAL PROTEIN Sll >gi 1 



22_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



□ 



Seq. No. 


298329 


Seq. ID 


LIB3151-003-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


264 


E value 


5.0e-23 


Match length 


82 


% identity 


68 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


298330 


Seq. ID 


LIB315i-003-Ql-Kl-E10 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


494 


E value 


5.0e-50 


Match length 


114 


% identity 


83 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




protein Sll - maize >< 




ribosomal protein Sll 


Seq. No. 


298331 


Seq. ID 


LIB3151-003-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g729737 


BLAST score 


195 


E value 


3.0e-15 


Match length 


83 



[Zea mays] 



41893 



% identity 55 

NCBI Description HMG1/2-LIKE PROTEIN >gi_541981_pir S39556 HMG protein - 

fava bean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298332 

LIB3151-003-Q1-K1-E6 

BLASTX 

gl41605 

364 

6.0e-35 

93 

83 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298333 

LIB3151-003-Q1-K1-F12 

BLASTX 

g4586031 

280 

6.0e-25 

64 

83 

(AC007109) unknown protein [Arabidopsis thaliana] 
298334 ' 

LIB3151-003-Q1-K1-F5 

BLASTN 

gl68484 

285 

1.0e-159 

373 

95 

Maize endosperm glutelin-2 gene, complete cds 
298335 

LIB3151-003-Q1-K1-G4 

BLASTN 

g22326 

35 

3.0e-10 

82 

87 

Z.mays gene for Hageman factor inhibitor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298336 

LIB3151-003-Q1-K1-G7 

BLASTX 

gl68699 

169 

3.0e-12 

82 

51 

(M60836) zein [Zea mays] 



Seq. No. 



298337 



41894 



Seq. ID 


t roll ci n f\ o vi c* r\ 

LIBJ151-0U J-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3757519 


BLAST score 


383 


E value 


6 . Oe-37 


Match length 


143 


% identity 


53 


NCBI Description 


(AC005167) hypothetical protein [Arabidopsi: 


Seq. No. 


298338 


Seq. ID 


LIB3151-00o-Ql-Kl-Hll 


Method 




NCBI GI 


g3292831 


BLAST score 


348 


E value 


4.0e-33 


Match length 


104 


% identity 


62 


NCBI Description 


(AL031018) putative serine/threonine kinase 




thaliana] 


Seq. No. 


298339 


Seq. ID 


LIB3151-003-Q1-K1-H5 


Method 


BLASTN 


NCBI GI 


g22528 


BLAST score 


125 >£;.■'• 


E value 


6.0e-64 


Match length 


347 


% identity 


85 


NCBI Description 


Zea mays mRNA encoding a zein (clone A20) 


Seq. No. 


298340 


Seq. ID 


LIB3151-004-Q1-K1-A11 


Metnoa 




NCBI GI 


g4140643 


BLAST score 


46 


E value 


8.0e-17 


Match length 


57 


% identity 


95 



NCBI Description 



Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298341 

LIB3151-004-Q1-K1-A5 

BLASTX 

gl00925 

178 

4.0e-13 

54 

61 

zein, 27K - maize (fragment) >gi_22550_emb_CAA4 1175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



298342 

LIB3151-004-Q1-K1-B12 

BLASTX 

gl21472 

222 



41895 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-18 

97 

47 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298343 

LIB3151-004-Q1-K1-C11 

BLASTX 

gl41605 

445 

2.0e-44 

100 

92 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298344 

LIB3151-004-Q1-K1-C5 

BLASTX 

g2340108 

327 

2.0e-30 

109 

60 

(U65948) starch branching enzyme Ila [Zea mays] 
298345 

LIB3151-004-Q1-K1-C8 

BLASTX 

g3157932 

161 

2.0e-ll 

78 

45 

(AC002131) Similar to hypothetical protein HYP1 gb_Z97338 
from A. thaliana. [Arabidopsis thaliana] 

298346 

LIB3151-004-Q1-K1-D9 

BLASTX 

gl41617 

259 

2.0e-22 

64 

77 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) . 16- kDa zein protein [Zea mays] 



41896 



Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



298347 * - 

LIB3151-004-Q1-K1-E11 

BLASTN 

g22445 

69 

2.0e-30 

137 

89 

Zea mays ZMPMS1 gene for 19 kDa zein protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298348 

LIB3151-004-Q1-K1-E12 

BLASTN 

gl037129 

98 

1.0e-47 

341 

83 

( gamma- zeinA) =opaque2 modifier {5 1 region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays=maize, 



Seq. No. 


298349 


Seq. ID 


LIB3151-004-Q1-K1-E3 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


119 


E value . 


3.0e-60 


Match length 


257 


% identity 


45 


NCBI Description 


Z.mays Zdl tandem genes 


Seq. No. 


298350 


Seq. ID 


LIB3151-004-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g22524 


BLAST score 


107 


■E value 


4.0e-53 


Match length 


163 


% identity 


91 


NCBI Description 


Zea mays mRNA encoding a 


Seq. No. 


298351 


Seq. ID 


LIB3151-004-Q1-K1-E6 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


84 


E value 


2.0e-39 


Match length 


128 


% identity 


91 


NCBI Description 


Maize endosperm glutelin- 



(19 kDa Zein) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298352 

LIB3151-004-Q1-K1-F10 

BLASTX 

gl68691 

271 

6.0e-24 



41897 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



* 



# 



99 
61 

(M29628) 



zein [Zea mays] 



298353 

LIB3151-004-Q1-K1-F11 

BLASTX 

gl41598 

170 

4.0e-12 

44 

75 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi_72313_pir ZIZM99 19K zein precursor (clone ZG99) 

maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays] 
>gi_22534_emb_CAA24726_ (V01479) zein [Zea mays] 





Seq. No. 


298354 




Seq. ID 


LIB3151-004-Q1-K1-F3 


■zz. 
i.s : 


Method 


BLASTN 


m 


NCBI GI 


gl68484 




BLAST score 


161 


Co 


E value 


2.0e-85 




Match length 


348 




% identity 


87 




NCBI Description 


Maize endosperm glutei 


fn 


Seq. No. 


298355 




Seq. ID 


LIB315 1-004 -Q1-K1-F9 




Method 


BLASTX 




NCBI GI 


gl41603 




BLAST score 


550 


Q 


E value 


1.0e-56 




Match length 


135 


o 


% identity 


87 




NCBI Description 


ZEIN-ALPHA PRECURSOR ( 






>gi 72311 pir ZIZM2 1 






>gi_2 252 9_emb_CAA2 4723 




Seq. No. 


298356 




Seq. ID 


LIB3151-004-Q1-K1-G6 




Method 


BLASTN 




NCBI GI 


g4336204 




BLAST score 


38 




E value 


5.0e-12 




Match length 


46 




% identity 


96 




NCBI Description 


Zea mays cytochrome b5 




Seq. No. 


298357 




Seq. ID • 


LIB3151-004-Q1-K1-H2 




Method 


BLASTX 




NCBI GI 


gl345838 




BLAST score 


236 




E value 


7.0e-20 




Match length 


58 




% identity 


76 



-2 gene, complete cds 



> KD) (CLONE A20) 
' zein precursor (clone A20) 
(V01476). zein [Zea mays] 



- maize 



(NFR) mRNA, complete cds 



41898 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHYTOENE DEHYDROGENASE PRECURSOR (PHYTOENE DESATURASE) 

>'gi_2130143_pir S65060 phytoene desaturase precursor - 

maize >gi_1051180 (U37285) phytoene desaturase [Zea mays] 

298358 

LIB3151-004-Q1-K1-H6 

BLASTX 

gl41600 

167 

3.0e-16 

98 

54 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) - 

maize >gi 168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298359 

LIB3151-004-Q1-K1-H9 

BLASTX 

gll9748 

219 

5.0e-18 

48 

83 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_67241jpir PASPY f ructose-bisphosphatase (EC 3.1.3.11), 

cytosolic - spinach >gi_21245_emb_CAA43860_ (X61690) 
f ructose-bisphosphatase [Spinacia oleracea] 

298360 

LIB3151-005-Q1-K1-A4 

BLASTN 

gl68484 

280 

1.0e-156 

328 

96 

Maize endosperm glutelin-2 
298361 

LIB3151-005-Q1-K1-B1 
BLASTX 
g419803 
218 

1.0e-17 
83 
52 

zein protein - maize >gi 
mays] 

298362 

LIB3151-005-Q1-K1-C7 
BLASTX 
g629861 
267 

2.0e-23 



gene, complete cds 



168705 (M72708) zein protein [Zea 



41899 



Match length 

% identity 

NCBI Description 



125 
51 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ 
zein Zdl (19 JcDa zein) [Zea mays] 



(X67203) 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298363 

LIB3151-005-Q1-K1-E12 

BLASTX 

g266398 

349 

4.0e-33 

96 

68 

TRYPSIN/ FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_68849_pir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_eirib_CAA37998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 

298364 

LIB3151-005-Q1-K1-E5 

BLASTX 

gl41608 

316 

3.0e-29 

118 

60 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_j>ir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

298365 

LIB3151-005-Q1-K1-E8 

BLASTX 

gl68701 

169 

5.0e-12 

53 

58 

(M60837) zein [Zea mays] 
298366 

LIB3151-005-Q1-K1-E9 

BLASTX 

g719291 

197 

2.0e-15 

83 

46 

(U19134) unknown [Arabidopsis thaliana] 

>gi_1095007_prf 2107236A SABRE gene [Arabidopsis thaliana] 

298367 

LIB3151-005-Q1-K1-F1 

BLASTN 

gl037129 

349 

0.0e+00 



41900 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



445 
95 

( gamma- zeinA) =opaque2 modifier {5' region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

298368 

LIB3151-005-Q1-K1-F10 

BLASTX 

gl68699 

337 

1.0e-31 

108 

67 

(M60836) zein [Zea mays] 
298369 

LIB3151-005-Q1-K1-F7 

BLASTX 

gl21472 

228 

5.0e-19 

88 

49 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298370 

LIB3151-005-Q1-K1-G11 

BLASTN 

gl68665 

46 

5.0e-17 

217 

81 

Maize 16-kDa zein-2 mRNA, complete cds 
298371 

LIB3151-005-Q1-K1-G4 

BLASTX 

g584706 

384 

2.0e-37 

97 

77 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 

298372 

LIB3151-005-Q1-K1-G5 

BLASTX 

g72307 



41901 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



351 

2.0e-33 

112 

67 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 


298373 


oeq. lu 


T TR^I M -On^-OI —PCI —pi 1 
LiDjiJi viij yi. i\i mi 


Method 


DT ftCTY 




gi4 10 :? / 


DT ACT n 

Diinoi score 


991 
ZZ 1 


E value 


1 

i.ue~jz 


wa ten lengrn 


1 JU 


^ menuity 






7FTN-AT.PHA PRFPnR^OR 




>gi 72314_pir ZIZM3 : 




>gi_2 254 5_emb_CAA2 472) 




[Zea mays] 


Seq. No. 




beq. iu 


iilDOiol-UUD-Ul - rs.l~oz 


Method 


QT ft CTV 


MOOT /*"" T 

NCBI bl 


gi4 loll) 


"DT ACT 1 nwAD'A 

oijrvo i score 


1 


E value 


i ♦ ue*io 


Match length 


51 


% identity 


75 


nldi Description 


7PTKI-BT DUR DDCPHOCOD 

iilN-AlirriA FKkUUKbUK 


beq. No. 


O QQ OTC 

zya j / o 


beq. iu 


LIdjIjI UUD yi J\l 


Mernoa 


OT ft CTV 


MOD T T 

NLB1 C?I 


glboob4 


DixRbi score 


Zoz 


Hj value 


Z . Uc Z O 




94 


% identity 


60" 


NCBI Description 


(M13507) zein protein 


Seq. No. 


298376 


Seq. ID 


LIB3151-006-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


271 


E value 


8.0e-24 


Match length 


66 


% identity 


77 


NCBI Description 


ZEIN-BETA PRECURSOR (I 



(19 KD) (CLONE A30) 
19K zein precursor (clone A30) 
8_ (V01481) reading frame zein 



>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 



298377 

LIB3151-006-Q1-K1-C9 
BLASTX 



41902 



NCBI GI 


g2623248 


BLAST score 


471 


E value 


3 . Oe-47 


Match length 


145 


% identity 


67 


NCBI Description 


(AF030882) SU1 isoamylase [Zea mays] 


Seq. No. 


298378 


Seq. ID 


LIB3151-006-Q1-K1-D11 


Method 


rjT t\ omv 

bLAb 1 A 


NCBI GI 


g4185308 


BLAST score 


175 


E value 


9 . Oe-13 


Match length 


93 


% identity 


46 


NCBI Description 


(AF09044 6) 22-kDa alpha zein protein - 


Seq. No. 


298379 


Seq. ID 


LIB3151-006-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


233 


E value 


2.0e-19 


Match length 


110 


% identity 


50 


NCBI Description 


• nil -1 r\rr ■ ^ • r— or— /> ^\ /> l . 

zein Zdl, 19K - maize >gi_535020_emb_< 


zein Zdl (19 kDa zein) [Zea mays] * 


Seq. No. 


298380 


Seq. ID 


LIB3151-00o-Ql-Kl-Eo 


Metinou 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


40 


E value 


2 . Oe-13 


Match length 


192 


% identity 


81 


NCBI Description 


Zea mays orittle-1 protein (btl) mRNA 


Seq. No. 


298381 


Seq. ID 


LIB3151-006-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


156 


E value 


2 . 0e-82 


Match length 


312 


% identity 


88 


NCBI Description 


Maize Zcl gene for Zein Zcl {14 kD ze: 


Seq. No. 


298382 


Seq. ID 


LIB3151-006-Q1-K1-F4 


MecnOu 


Q T TV CTV 


NCBI GI 


g2345154 


BLAST score 


279 


E value 


6.0e-31 


Match length 


94 


% identity 


81 



NCBI Description (AF015522) ribsomal protein S4 [Zea mays] 



41903 



Seq. No. 




Seq. ID 




Method 


BLASTX 


NCBI GI 


g!68701 


BLAST score 


197 


E value 


2 . Oe-15 


Match length 


73 


% identity 


bU 


NCBI Description 


(M60837) zein [Zea mays] - ^ ; 


Seq. No. 




Seq. ID 




Method 


BLASTX 


NCBI GI 


g22220 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


76 


% identity 


49 


NCBI Description 


(X55723) 22 JcD zein. [Zea may 


Seq. No. 


298385 


Seq. ID 


T TDOl CI Art^T VI uO 


Method 


BLASTX 


NCBI GI 


— 1 At /r n o 

g!41608 


dLAoi score 




E value 


2.0e-30 


Match length 


113 


% identity 


68 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 




zein, 19K - maize >gi_2244 6_ 




zein [Zea mays] 



(PMS1) >gi_100943_pir S15655 

:mb CAA37651 (X53582) 19 kDa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298386 

LIB3151-006-Q1-K1-H8 

BLASTX 

gl41615 

273 

2.0e-25 

89 

78 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 



298387 

LIB3151 

BLASTN 

gl03712 

314 

1.0e-17 

376 

96 

( gamma - 
Tuxpeno 



-007-Q1-K1-A12 

9 

6 



zeinA) =opaque2 modifier {5' region} [Zea mays=maize, 
CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 
Seq. ID 



298388 

LIB3151-007-Q1-K1-A2 



41904 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl68699 

566 

2.0e-58 

142 

57 

(M60836) 



zein [Zea mays] 



298389 

LIB3151-007-Q1-K1-A3 

BLASTX 

gl21472 

384 

5.0e-37 

142 

54 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) { ZEIN ZC2 ) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298390 

LIB3151-007-Q1-K1-A4 

BLASTX 

gl41599 

367 

4.0e-35 

101 

75 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2)^ 

>gi_72316j?ir ZIZMA2 19K zein precursor (clone CZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 
[Zea mays] 

298391 

LIB3151-007-Q1-K1-B9 

BLASTX 

gl41603 

420 

2.0e-41 

104 

87 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

298392 

LIB3151-007-Q1-K1-C10 

BLASTX 

g3549665 

140 

9.0e-09 

74 

50 

(AL031394) hypothetical protein [Arabidopsis thaliana] 



41905 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298393 

LIB3151-007-Q1-K1-C11 

BLASTX 

gl41605 

177 

4.0e-13 

71 

54 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298394 

LIB3151-007-Q1-K1-C12 

BLASTN 

g22516 

160 

8.0e-85 

312 ' 
88 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



Seq. No. 
Seq. ID 
Method 

NCBI GI }&.\ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298395 

LIB3151-007-Q1-K1-C2 
BLASTX 
gl41597 
230 

2.0e-27 
119 
60 

ZEIN-ALPHA PRECURSOR 

>gi_7 231 4 _pi r Z I ZM3 

>gi_2 254 5_emb_CAA2 4728 
[Zea mays] 



(19 KD) (CLONE A30) 

19K zein precursor (clone A30) - maize 
(V01481) reading frame zein [2] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298396 

LIB3151-007-Q1-K1-C5 

BLASTX 

g419803 

162 

6.0e-16 

109 

46 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity \y 

NCBI Description 



298397 

LTB3151-007-Q1-K1-D11 

BLASTN 

g22514 

69 

6.0e-31 

125 

89 

Maize Zcl gene for Zein Zcl 



(14 kD zein-2) 



41906 



Seq. No. 


298398 


Seq. ID 1 


LIB3151-007-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl41616 


BLAST score 


290 


E value 


4.0e-26 


Match length 


118 


% identity 


52 


NCBI Description 


ZEIN-BETA PRECURSOR (16 KD) 




>gi_16.8662 (M12147) 15 kDa z< 


Seq. No. 


298399 


Seq. ID 


T mT1 CI Art! /-N -i 1 t~< C 

LIB3151-007-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


186 


E value 


3.0e-14 


Match length 


62 


% identity 


68 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 




>gi_72312_pir ZIZM92 19K ze: 




maize >gi_168680 (M12145) 19 


Seq. -No. 


298400 


Seq. ID 


LIB3151-007-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


358 


E value 


5.0e-34 


Match length 


126 


% identity 


61 


NCBI Description 


(AF031569) 22-kDa alpha zein 


Seq. No. 


298401 


Seq. ID 


LIB3151-007-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


133 


E value- 


1.0e-68 


Match length 


241 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein Zc2 


Seq. No. 


298402 


Seq. ID 


LIB3151-007-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gi4 loi / 


BLAST score 


353 


E value 


2.0e-33 


Match length 


82 


% identity 


80 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2) 



[ZEIN 2) 



(CLONE 15A3) 
Ln [Zea mays] 



(CLONE 19C2) 



4 [Zea mays] 



>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi 168666 (M16460) 16-kDa zein protein [Zea mays] 



41907 



m 



Seq. No. 


298403 




Seq. ID 


LIB3151-007-Q1-K1-G11 




Method 


BLASTN 




NCBI GI 


gl68673 




BLAST score 


46 




E value 


7.0e-17 




Match length 


66 




% identity 


92 




NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19Bl, complete 


Seq. No. 


298404 




Seq. ID 


LIB3151-007-Q1-K1-G7 




Method 


BLASTX 




NCBI GI 


gl41597 




BLAST score 


313 




E value 


1.0e-28 




Match length 


140 




% identity 


57 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 


KD) {CLONE A30) - 




>gi_72314_pir ZIZM3 19K 


zein precursor (clone 




>gi 22545 emb CAA24728 


(V01481) reading frame 




[Zea mays] 




Seq. No. 


298405 




Seq. ID 


LIB3151-007-Q1-K1-H3. 




Method • ?;-'• 


•BLASTX 




NCBI^GI ; * - ' .• - ' 


• gl415~97 • ;' ■ , ' - • 




BLAST score 


286 




E value 


9.0e-26 




Match length 


102 




% identity 


66 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 


KD) (CLONE A30) 




>gi 72314_pir ZIZM3 19K 


zein precursor (clone 




>gi_2 254 5_emb_CAA2 4 7 2 8_ 


(V01481) reading frame 




[Zea mays] 




Seq. No. 


298406 




Seq. ID 


LIB3151-008-Q1-K1-A11 




Method 


BLASTX 




NCBI GI 


g82660 




BLAST score 


156 




E value 


8.0e-ll 




Match length 


64 




% identity 


55 





- maize 
[2] 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 

298407 

LIB3151-008-Q1-K1-A12 

BLASTX 

gl68701 

407 

9.0e-40 

120 

73 

(M60837) zein [Zea mays] 



41908 



I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



298408 

LIB3151-008-Q1-K1-A3 

BLAST X 

g82660 

331 

6.0e-31 

94 

72 

19K zein precursor {clone ZG31A) - maize (fragment) 
>gi_80ail7_emb_CAA24720_ (V01473) zein [Zea mays] 

298409 

LIB3151-008-Q1-K1-C10 

BLASTX 

gl68701 

288 

7.0e-26 

89 

62 

(M60837) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score;,; 

E value : -\" V 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298410 

LIB3151-008-Q1-K1-D10 

BLASTX 

gl41616 

210 . 

■6;0W-17- " ' 

85 

52 

ZEIN-BETA PRECURSOR 
>gi_168662 (M12147) 



(16 KD) (ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



298411 

LIB3151-008-Q1-K1-F10 

BLASTX 

g508545 

359 

3.0e-34 

123 

64 

(L34340) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298412 

LIB315.1-008-Q1-K1-F11 

BLASTX 

g629861 

394 

3.0e-38 

138 

61 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298413 

LIB3151-008-Q1-K1-F12 

BLASTN 

g22514 



41909 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match. 'length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



90 

3.0e-43 

226 

85 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 
298414 

LIB3151-008-Q1-K1-G12 

BLASTX 

gl41617 

293 

2.0e-26 

98 

57 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

298415 

LIB3151-009-Q1-K1-A8 

BLASTX 

gl41605 

201 

8.0e-16 

84 ' " " ' : ;: ■-- ■ • ' ~' • 

55 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>giJ72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298416 

LIB3151-009-Q1-K1-C10 
BLAST N 

gl68665 . % 

41 ^ ' 

4.0e-14 

153 

82 

Maize 16-kDa zein-2 mRNA, complete cds 



298417 

LIB3151-009-Q1-K1-C6 

BLASTX 

gl68695 

249 

1.0e-21 

79 

62 

(M16218) gamma zein [Zea mays] 
zein gamma [Zea mays] 

298418 

LIB3151-009-Q1-K1-C8 

BLASTN 

gl68704 



>gi_225315_prf 1211356A 



41910 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 
_ Method 
U NCBI GI 
%y BLAST score 
01 E value 
□3 Match length 
^ % identity 
ZT NCBI Description 

^ Seq. No. V C 
01 Seq. ID ' 

Method 
l± NCBI GI 
^ BLAST score 

E value 
H Match length 
O % identity 
g NCBI Description 

~ Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

1.0e-09 

42 

95 

Zea mays zein protein gene, complete cds 



298419 

.LIB3151-009-Q1-K1-C9 
BLASTN 
g22544 
124 

3.0e-63 

144 

97 

Maize mRNA (clone A30) 



for zein (a plant storage protein) 



298420 

LIB3151-009-Q1-K1-D2 

BLASTN 

g508544 

118 

9.0e-60 

238 

88 

Zea mays 24-kD alpha-zein gene (floury2), complete cds 

298421 ' • " • 
LIB3151-009-Q1-K1-D8 

BLASTX 

g2832243 

336 

1.0e-31 

100 

72 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 

298422 . 

LIB3151-009-Q1-K1-E2 

BLASTX ' 

g3122673 

236 

4.0e-20 

62 

74 

60S RIBOS0MAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

298423 

LIB3151-009-Q1-K1-E6 

BLASTN 

gl68704 

45 

2.0e-16 

117 

85 

Zea mays zein protein gene, complete cds 



41911 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298424 

LIB3151-009-Q1-K1-G10 

BLASTX 

gl41612 

251 

5.0e-30 

108 

36 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE 22C2) 

>gi_72306_pir ZIZMC2 22K zein precursor (clone cZ22C2) - 

maize (fragment) >gi_168688 (M12141) 22 kDa zein protein 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298425 

LIB3151-009-Q1-K1-G6 

BLAST N 

gl037129 

241 

1.0e-133 

325 

94 

(gamma-zeinA) =opaque2 modifier 
Tuxpeno CMS 450, mRNA Partial, 



{5' region} 
1889 nt] 



[Zea mays=maize, 



Seq. No. 


298426 




Seq. ID 


LIB3151-009-Q1- 


-K1-H2 


Method 


BLASTX 




NCBI GI 


g224508 




BLAST score 


386 




E value 


6.0e-39 




Match length 


119 




% identity 


75 




NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


298427 




Seq. ID 


LIB3151-009-Q1 


-K1-H9 


Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


50 




E value 


2.0e-19 




Match length 


82 




% identity 


90 




NCBI Description 


Maize Zc2 gene 


for ze 


Seq. No. 


298428 




Seq. ID 


LIB3151-010-Q1- 


-K1-B10 


Method 


BLASTX 




NCBI GI 


g419803 




BLAST score 


380 




E value 


1.0e-36 




Match length 


112 




% identity 


66 




NCBI Description 


zein protein - 


maize ; 




mays] 




Seq. No. 


298429 




Seq. ID 


LIB3151-010-Q1- 


-K1-B5 



Zc2 (28 kD glutelin-2) 



>gi_JL68705 (M72708) zein protein [Zea 



41912 





Method 


BLASTN 




NCBI GI 


gl68685 




BLAST score 


60 




E value 


3 . Oe-25 




Match length 


248 




% identity 


82 




NCBI Description 


Maize Z2. Kd (Mw— ^o.yy kcl) zein protein J, itikna 




Seq. No. 


298430 




Seq. ID 


LIB3151-010-Q1-K1-C8 




Method 


BLASTN 




NCBI GI 


g22288 




BLAST score 


54 




E value 


1 . Oe-zl 




Match length 


174 




% identity 


83 




NCBI Description 


Maize mRNA fragment for endosperm glutelin-2 




Seq. No. 


298431 


m — ; 


Seq. ID 


T T T> O 1 CI AT A A1 r<^T O "1 A 

LIB31ol-010-Ql-Kl-DlU 




Method 


BLASTX 




NCBI GI 


gl68697 


CO 


BLAST score 


301 


JZ 


E value 


2.0e-27 




Match length 


86 




% identity 


77 . • 


t-JL 

b" 1 11 


NCBI Description 


(M6083.5) zein [Zea mays] ^ > 


= 


Seq. No. 


298432 


Li 


Seq. ID 


LIB3151-010-Q1-K1-D6 


~™ 


Method 


BLASTX 




WLbl hi 


gioo oyo 


Ms 


BLAST score 


224 


is-,..: 


E value 


2.0e-18 


Q 


Match length 


106 


rl 


% identity 


50 




NCBI Description 


(M16218) gamma zein [Zea mays] >gi 225315_jprf_ 






zein gamma [Zea mays] 




Seq. No. 


298433 




Seq. ID 


t moi c *i A1 a t/1 r\-7 

LIB3151-010-Q1-K1-D7 




Method 


BLASTN 




NCBI GI 


g22445 




BLAST score 


38 




E value 


4 . Oe-12 




Match length 


98 




% identity 


85 




NCBI Description 


Zea mays ZMPMS1 gene for 19 JcDa zein protein 




Seq. No. 


298434 




Seq. ID 


LIB3151-010-Q1-K1-E9 




Method 






NCBI GI 


g22172 




BLAST score 


72 




E value 


2.0e-32 




Match length 


124 




% identity 


90 



41913 



NCBI Description 



Maize ATP 2 mRNA for mitochondrial ATP synthase beta^subunit 



Seq. No. 


s\ Ci Ci A "5 C 

298435 


Seq. ID 


LIB3151-010-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


—.1 C O ^ £ C 

glooooo 


BLAST score 


208 


E value 


1.0e-113 


Match length 


236 


% identity 


97 


NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 


Seq. No. 




Seq. ID 


lib jidi-uiu-qi-ki-it y 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


285 


E value 


1. Oe-25 


Match length 


110 


% identity 


53 


NCBI Description 


zein protein - maize >gi 168705 (M72708) zein protein [ 




mays] 


Seq. No. 


O Ci O A "3 *? 

298437 


Seq. ID 


LIB3151-010-Q1-K1-G1 


Method . 


BLASTX .v. ; • 


NCBI GI 


gl00938 


BLAST score 


200 


E value 


8.0e-16 


Match length 


84 


% identity 


56 


NCBI Description 


zein precursor - maize >gi_22442_emb_CAA32513_ (X14335) 




zein precursor (AA -21 to 90) [Zea mays] 


Seq. No. 


O Ci O A O O 

298438 


Seq. ID 


LIB3151-010-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


182 


E value 


2 . Oe-13 


Match length 


1 Ci 1 

101 


% identity 


46 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


298439 


Seq. ID 


LIB3151-010-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


287 


E value 


1.0e-160 


Match length 


329 


% identity 


97 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 


Seq. No. 


298440 


Seq. ID 


LIB3151-011-Q1-K1-A11 


Method 


BLASTN 



41914 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl68665 
163 

1.0e-86 

230" 
94 

Maize 16-kDa zein-2 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298441 

LIB3151-011-Q1-K1-B12 

BLASTX - 

gl21472 

158 

3.0e-ll 

41 

73 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298442 


Seq. ID 


LIB3151-011-Q1-K1-B4 


Method 


BLASTX 


NCBI GI. . 


g224508 


BLAST score ;- 


27Q 


E value 


6.0e-24 


Match length 


79 


% identity 


78 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


298443 


Seq. ID 


LIB3151-011-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


189 


E value 


1.0e-14 


Match length 


73 


% identity 


55 


NCBI Description 


(M29628) zein [Zea m< 


Seq. No. 


298444 


Seq. ID 


LIB3151-011-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST, score 


264 


E value 


3.0e-23 


Match length 


92 


% identity 


59 


NCBI Description 


zein protein - maize 




mays] 


Seq. No. 


298445 


Seq. ID 


LIB3151-011-Q1-K1-C8 


Method 


BLASTN 


NCBI GI *" 


gl037129 



(M72708) zein protein [Zea 



41915 





BLAST score 


234 




E value 


1.0e-129 




Match length 


"3 CO 
JDZ 




% identity 


ai • 
91 




NCBI Description 


( gamma- ze inA) =opaque2 modifier {5 1 region} [Zea mays=maiz< 






luxpeno uMo 4ou# itikna rartiai/ looy ntj 




Seq. No. 


29844 6 




Seq. ID 






Method 






NCBI GI 


g22549 




BLAST score 


52 




E value 


i . ue-zu 




Match length 


148 




% identity 


84 




NCBI Description 


Maize gene for a 27kDa storage protein, zein 




Seq. No. 


298447 




Seq. ID 




3 I 


Method 


DT 7\ C TXT 




NCBI GI 


g22544 


s~n 


BLAST score 


109 




E value 


A A — . C VI 




Match length 


133 




% identity 


96 




NCBI Description 


Maize mRNA. (clone A30) for zein-. (a plant storage protein) 




Seq. No. 


298448 


s 


Seq. ID 


t tdqi ci ni i ai vi n o 


* _ 


Method 


BLAfa 1 A 




NCBI GI 


g629861 


o 


BLAST score 


236 




E value 


9.0e-28 


y 


Match length 


a q 

98 




% identity 


66 


2 jj 


NCBI Description 


zein Zdl, 19K - maize >gi 535020_emb_CAA47 639_ (X67203) 






zein Zdl (19 kDa zein) [Zea mays] 




Seq. No. 


AAA 1 1 A 

298449 




Seq. ID 


LIB jlol-Ull-Ql-Kl-F3 




Metnoa 


T3T 7\ OTV 
bllAb 1 A 




NCBI GI 


g2832243 




BLAST score 


141 




E value 


O A « 1 C 

2 . Oe-15 




Match length 


1 A A 

102 




% identity 


56 




NCBI Description 


(AF031o69) 22-JcDa alpha zein 4 [Zea maysj 




Seq. No. 


298450 




Seq. ID 


T T001 C1 AI 1 #*M VI C* A 

LIB31ol-Ull-Ql-Kl-G9 




Metnoa 








gi DO / Ul 




BLAST score 


548 




E value 


3.0e-56 




Match length 


138 




% identity 


82 ' 




NCBI Description 


(M60837) zein [Zea mays] 



41916 



Seq. No. 


O QQ A C1 


Seq. ID 


t tqQI CI fl1 1 -A1 - VI _U1 1 


Method 


BLASTN 


NCBI GI 


gl68698 


BLAST score 


A C 

4o 


E value 


7 . Oe-17 


Match length 


157 


% identity 


Q *3 


NCBI Description 


Z.mays zein mRNA, complete cds 


Seq. No. 


29o4o2 


Seq. ID 


LilrJoloi-U12 — U± KJ. All 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


64 


E value 


2 . Oe-27 


Match length 


136 


% identity 


4 A 

44 


NCBI Description 


Z.mays Zdl tandem genes for zein 


Seq. No. 




Seq. ID 


LIBJlOl-Ul^-Ql-Kl-Ao 


Method 


BLASTX 


NCBI GI 


gl41610 


BLAST score 


■172 


E value 


3 . Oe-12 ^ 


Match length 


64 


% identity 


56 


NCBI Description 


ZEIN-ALPHA PRECURSOR (CLONE Z4) 


Seq. No. 


298454 


Seq. ID 


LIBolbl-U12-Ql-Kl-Ao 


Metnoa 


TJT 7\ C TV 


NCBI GI 


g419803 


BLAST score 


247 


E value 


3.0e-21 


Match length 


84 


% identity 


58 


NCBI Description 


zein protein - maize >gi 168705 




mays] 


Seq. No. 


298455 


beq. ID 


lilbo±Dl-U±2-y±— J\l— D t 


Method 


nr hp mv 

BLASTX 


NCBI GI 


g82660 


BLAST score 


450 


E value 


9.0e-45 


Match length 


147 


% identity 


65 


nldi Description 


±yj\ zein precursor (cione ZiUoia; 




>gi_809117_emb_CAA24720_ (V01473; 


Seq. No. 


298456 


Seq. ID 


LIB3151-012-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


gl68704 



41917 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI 'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

3.0e-30 

87 

94 

Zea mays zein protein gene, complete cds 
298457 

LIB3151-012-Q1-K1-C12 

BLASTX 

gl41604 

415 

1.0e-40 

132 

71 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 

>gi_72310_pir ZIZM91 19K zein precursor (clone CZ19C1J ■ 

maize >gi_168678 (M12146) 19 kDa zein protein [Zea mays] 



Seq. No. 


298458 


Seq. ID 


LIB3151-012-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g224507 


BLAST score 


173 


E value 


1 . Oe-19 


Match length 


93 


% identity 


61 


NCBI Description 


zein Al [Zea mays] 


Seq. No. 


298459 


Seq. ID 


LIB3151-012-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


gl68677 


BLAST score 


34 


E value 


6.0e-10 


Match length 


50 


% identity 


94 . 


NCBI Description 


Maize 19 kDa zein mRNA, 


Seq. No. 


298460 


Seq. ID 


LIB3151-012-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


229 


E value 


5.0e-19 


Match length 


100 


% identity 


51 


NCBI Description 


ZEIN-BETA PRECURSOR (ZI 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2) (16 KD) ( ZEIN ZC1) 

>gi_100941_pir S12140 zein'Zcl - maize 

>gi_100945j?ir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

298461 

LIB3151-012-Q1-K1-D6 

BLASTN 

gl68484 

192. 



41918 



E value 


i.oe-104 


Match length 


386 


% identity 


a a 

94 


NCBI Description 


Maize endosperm glutelin- 


Seq. No. 


298462 


Seq. ID 


LiloolDl-Ul^-yi— l\l-Cil^ 


Method 


BLASTX 


NCBI GI 


g224507. 


BLAST score • 


.178 


E value 


4 . oe-13 


Match length 


63 


% identity 


60 


NCBI Description 


zein Al [Zea mays] 


Seq. No. 


298463 


Seq. ID 


LIBolol-Ul^-yi-Kl-ho 


Method 


DT 7\ CTV 

BLAb 1 A 


NCBI GI 


gl00940 


BLAST score 


265 


E value 


3 . 0e-23 


Match length 


91 


% identity 


60 


NCBI Description 


zein zAl - maize 


Seq. No. 


298464 


Seq. ID 


T TC31 CI Al O r\ 1 1/1 T-< /~ 

LIB3151-012-Q1-K1-ED 


Method 


BLASTN 


NCBI GI 


• gl68675 


BLAST score 


70 


E value 


A A a *31 

2 . ue-3l 


Match length 


114 


% identity 


91 


NCBI Description 


Maize mutant zein (zEiy; 


Seq; • No. 


298465 . . 


Seq. ID 


T Tn*)1 CI AT A /*\ 1 TVl T-l 1 «i 

LIB3151-012-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g22516 ■ 


BLAST score 


363 


E value 


0.0e+00 


Match length 


423 


% identity 


96 


NCBI Description 


Maize Zc2 gene for zein ! 


Seq. No. 


298466 


Seq. ID 


t rr»Oi ci Ai O r\ i zri ire 

LIB3lDl-01z-Ql-Kl-Fo 


Method 


DT 7\ CTX1 


NCBI GI 


gl68692 


BLAST score 


62 


E value 


2 . 0e-26 


Matcn length 


zlb 


% identity 


88 


NCBI Description 


Maize zein mRNA, complete 


Seq. No. 


298467 


Seq. ID 


LIB3151-012-Q1-K1-G5 



(28 kD glutelin-2) 
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Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length * 

% identity 

NCBI Description 



BLASTX 

gl332579 

642 

2.0e-67 

151 

9 

(X98063) 



polyubiquitin [Pinus sylvestris] 



298468 . 

LIB3151-012-Q1-K1-G7 

BLASTX 

gl68695 

143 

9.0e-09 

28 

93 

(M16218) gamma zein [Zea mays] >gi_225315_prf_ 
zein gamma [Zea mays] 



1211356A 



298469 

LIB3151-012-Q1-K1-H11 

BLASTX 

gl21472 

254 

9.0e-23 

118 

50 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298470 


Seq. ID 


LIB3151-012-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


89 


E value 


2.0e-42 


Match length 


222 


% identity 


90 


NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD 


Seq. No. 


298471 


Seq. ID 


LIB3151-012-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


203 


E value 


5.0e-16 


Match length 


59 


% identity 


69 


NCBI Description 


19K zein precursor (clone ZG31A) - 




>gi_809117_emb_CAA24720_ (V01473) ; 


Seq. No. . 


298472 


Seq. ID 


LIB3151-013-Q1-K1-B11 



41920 



Method 


BLASTX 


NCBI GI 


g951449 " - 


BLAST score 


498 


E value 


2.0e-50 


Match length 


149 


% identity 


65 


NCBI Description 


(L46681) aspartic protease precursor [Lycopersicon 




esculentum] 


Seq. No. 


298473 


Seq. ID 


LIB3151-013-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


281 


E value 


6.0e-25 


Match length 


86 


% identity 


59 


NCBI Description 


(Y12432) polyprotein [Ananas comosus] 


Seq. No. 


298474 


Seq. ID 


LIB3151-013-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


a3094012 


BLAST score 


204 


E value 


5.0e-16 


Match length - 


79 " . ' 


% identity 


59 


NCBI Description 


(AF060569) cold-regulated LTCOR12 [Lavatera thuringiaca] 


Seq. No. 


298475 


Seq. ID 


LIB3151-013-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3885334 


BLAST score 


153 


E value 


6.0e-10 


Match length 


73 


% identity 


51 


NCBI Description 


(AC005623) putative argonaute protein [Arabidopsis 




thaliana] 


Seq. No. 


298476 


Seq. ID 


LIB3151-013-Q1-K1-C2 


Method . 


BLASTX 


NCBI GI 


g3540180 


BLAST score 


171 


E value 


4.0e-12 


Match length 


84 


% identity 


50 


NCBI Description 


(AC004122) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


298477 


Seq.* ID 


LIB3151-013-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl00484 


BLAST score 


512 


E value 


5.0e-52 


Match length 


147 
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% identity 60 

NCBI Description hypothetical . protein - garden snapdragon 



Seq. No. .^298478 


Seq. ID 


LIB3151-013-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g3108252 


BLAST score 


123 


E value 


1.0e-62 


•Match length 


300 


% identity 


86 


NCBI Description 


Gossypium barbadense 


Seq. No. 


298479 


Seq. ID 


LIB3151-013-Q1-K1-E1: 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


474 


E value 


1.0e-47 


Match length 


148 


% identity 


61 


NCBI Description 


(Y12432) polyprotein 


Seq. No. 


298480 


Seq. ID 


LIB3151-013-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


425 


E value 


7.0e-42 


Match length 


136 


% identity 


59 


NCBI Description 


(Y12432) polyprotein 


Seq. No. 


298481 


Seq. ID 


LIB3151-013-Q1-K1-G1 


Method 


BLASTX, 


NCBI GI 


g2995405 


BLAST score 


491 


E value 


1.0e-4 9 


Match length 


119 


% identity 


76 


NCBI Description 


(Y12432) polyprotein 


Seq. No. 


298482 


Seq. ID 


LIB3151-013-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3024122 


BLAST score 


233 


E value 


1.0e-19 


Match length 


51 


% identity 


86 


NCBI Description 


S-ADENOSYLMETHIONINE 



NTH ETAS E 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 
Seq. ID 



298483 

LIB3151-013-Q1-K1-H4 



41922 



Method 


BLASTX 


NCBI GI 


g2 9954 0.5 


BLAST score 


380 


E value 


1.0e-36 


Match length 


140 


% identity 


54 


NCBI Description 


(Y12432) polyprotein [Ananas comosus] 


Seq. No. 


298484 


Seq. ID 


LIB3151-013M51-K1-H9 


Method 


BLASTX 


NCBI GI 


gl418990 


BLAST score 


465 


E value 


2.0e-46 


Match length 


99 


% identity 


86 


NCBI Description 


(Z75524) unknown [Lycopersicon esculentum] 


Seq. No. 


298485 


Seq. ID 


LIB315 1-014 -Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4539359 


BLAST score 


222 


E value 


3.0e-18 


Match length 


53 


% identity 


74 


NCBI Description 


(AL049525) putative protein [Arabidopsis thai. 


Seq. No. 


298486 


Seq. ID 


LIB3151-014-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl41599 


BLAST score 


237 


E value 


5.0e-20 


Match length 


88 


% identity 


59 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 



>gi_72316_pir ZIZMA2 19K zein precursor (clone CZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 
[Zea mays] 



Seq. No. 298487 

Seq. ID LIB3151-014-Q1-K1-A6 

Method . BLASTX 

NCBI GI . gl332579 

BLAST score 509 

E value 9.0e-52 

Match length 109 

% identity 10 

NCBI Description (X98063) polyubiquitin [Pinus sylvestris] 

Seq. No. 298488 

Seq. ID LIB3151-014-Q1-K1-A7 

Method BLASTX 

NCBI GI g419803 

BLAST score 190 

E value 8.0e-15 



41923 



Match length 
% identity . 
NCBI Description 



117 
49 

zein protein 
mays] 



- maize >gi_168705 (M72708) zein protein [Zea 



Seq. No. 


298489 


Seq. ID 


LIB3151-014-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


o "i a t~ r\ r> 

g224508 


BLAST score 


429 \ 


E value 


2.0e-42 


Match length 


118 


% identity 


13 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


298490 


Seq. ID 


LIB3151-014-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g22288 


BLAST score 


nr 


E value 


9.0e-56 


Match length 


211 


% identity 


88 


NCBI Description - 


Maize mRNA fragment fo 


Seq. No. 


298491 


Seq. ID 


' LIB3151-014-Q1-K1-C12 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


38 


E value 


4.0e-12 


Match length 


70 


% identity 


89 


NCBI Description 


Zea mays cosmid IV.1E1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

298492 

LIB3151-014-Q1-K1-E1 

BLASTX 

gl00925 

194 

2.0e-15 

55 

65 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 

298493 

LIB3151-014-Q1-K1-E10 

BLASTX 

gll6333 

256 

3.0e-27 

105 

54 



41924 



NCBI Description 



ENDOCHITINASE B PRECURSOR (SEED CHITINASE B) >gi_168443 
(M84165) chitinase B [Zea mays] 



Seq. No. 


OQQyl ft A 

2. 9o4 94 


Seq. ID 


LIB3151-014-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


«1 C Q C ft C 

gl68695 


BLAST score 


303 


E value 


9. Oe-28 


Match length 


1 1 l-y> 


% identity 


54 


NCBI Description 


(M16218) gamma zein [Zea mays] >gi_225315_prf_ 




zein gamma [Zea mays] 


Seq. No. 


298495 


Seq. ID 


LIB3151-014-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


g22447 


BLAST score 


40 


E value 


3. Oe-13 


Match length 


88 


% identity 


86 


NCBI Description 


Zea mays ZMPMS2 gene for 19 kDa zein protein 


Seq. No. 


298496 


Seq. ID 


LIB3151-014-Q1-K1-G2 


Method 


BLASTX . ..■ 


NCBI GI 


g433970 


BLAST score 


161 


E value 


9.0e-15 


Match length 


81 


% identity 


18 


NCBI Description 


(Z28649) polyubiquitin [Acetabularia cliftonii 


Seq. No. 


298497 


Seq. ID 


LIB3151-014-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


gl68665 


BLAST score 


217 


E value 


1.0e-119 


Match length 


272 


% identity 


97 


NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 


Seq. No. 


O ft O A ft O 


Seq. ID 


LIB3151-014-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


353 


E value 


2.0e-33 


Match length 


126 


% identity 


63 


NCBI Description 


ZEIN- ALPHA PRECURSOR (19 KD) (CLONE A20) 



>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

Seq. No. 298499 
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Seq. ID 


LIB3151-014-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


207 


E value 


2 . Oe-16 


Match length 


82 


% identity 


54 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


298500 


Seq. ID 


LIB3151-014-Q1-K1-G9 


Method 


BLASTX 


NLdI bl 


gi4 loy / 


BLAST score 


268 


E value 


2.0e-23 


Match length 


142 


% identity 


46 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 



>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Cu 


Seq. No. 


298501 




Seq. ID 


LIB3151-014-Q1-K1-H9 




Method 


BLASTX 


LJ 


NCBI GI 


g508545 


H= 


BLAST score 


264 




E value 


6.0e-23 


_ 


Match length 


65 




% identity 


85 


s " : 


NCBI Description 


(L34340) zein [Zea mays] 




Seq. No. 


298502 




Seq. ID 


LIB3151-015-Q1-K1-A7 




Method 


BLASTN 


^? 


NCBI GI 


gl68704 




BLAST score 


93 




E value 


6.0e-45 




Match length 


171 




% identity 


95 




NCBI Description 


Zea mays zein protein gene, complete 




Seq. No.. 


298503 




Seq. ID 


LIB3151-015-Q1-K1-A8 




Method 


BLASTN 




NCBI GI 


g531828 




BLAST score 


33 




E value 


2.0e-09 




Match length 


73 




% identity 


86 




NCBI Description 


Cloning vector pSportl, complete cds 




Seq. No. 


298504 




Seq. ID 


LIB3151-015-Q1-K1-B6 




Method 


BLASTX 




NCBI GI 


g72307 




BLAST score 


153 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



5.0e-10 

53 

66 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

298505 

LIB3151-015-Q1-K1-B7 

BLASTX 

gll67955 

156 '* 

2.0e-10 

104 

39 

(U43497) putative 32.7 kDa jasmonate-induced protein 
[Hordeum vulgare] >gi_2465428 (AF021257) 32 kDa protein 
LHordeum vulgare] 

298506 

LIB3151-015-Q1-K1-C1 

BLASTX 

gl00938 

170 

2.0e-12 

64 

61 

zein precursor - maize >gi_22442_emb_CAA32513_ (X14335) 
zein precursor (AA -21 to 90) [Zea mays] 

298507 

LIB3151-015-Q1-K1-D4 

BLASTX 

gl68695 

230 

5.0e-19 

86 

58 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 

298508 

LIB3151-015-Q1-K1-E4 

BLAST N 

gl68694 

38 

6.0e-12 

74 

88 

Maize gamma zein mRNA, partial cds 
298509 

LIB3151-015-Q1-K1-F10 

BLASTX 

g22216 

298 

3.0e-27 
107 



41927 



% identity 62 

NCBI Description (X55722) 22kD zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298510 

LIB3151-015-Q1-K1-F7 

BLASTN 

g22537 

73 

7.0e-33 

105 

58 

Maize mRNA for zein polypeptide 



(clone M6) 



298511 

LIB3151-015-Q1-K1-G5 

BLASTN 

g22516 

106 

1.0e-52 

254 

86 

Maize Zc2 gene for zein Zc2 (28 kD . glutelin-2) 



298512 

LIB3151-015-Q1-K1-G8 

BLASTN 

g22531 

165 

9.0e-88 

376 

86 

Zea mays mRNA encoding a zein i 
>gi_270688_gb_I03336_ Sequence 
>gi_270741_gb_I03273_ Sequence 



clone pZ22.1) 

10 from Patent US 4885357 

2 from Patent US 



Seq. No. 


298513 


Seq. ID 


LIB3151-015-Q1-K1-H4 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


258 


E value 


1.0e-143 


Match length 


374 


% identity 


92 


NCBI Description 


Maize Zc2 gene for zein Zc2 


Seq. No. 


298514 


Seq. ID 


LIB3151-016-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


337 


E value 


1.0e-31 


Match length 


109 


% identity 


61 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2] 



(28 kD glutelin-2) 



(16 KD) (ZEIN ZC1) 

>gi_100941_j>ir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 



41928 



>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298515 

LIB3151-016-Q1-K1-A12 

BLASTX 

gl36063 

152 

2.0e-10 

50 

62 *' 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC ..(TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217974__dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298516 

LIB3151-016-Q1-K1-A2 

BLASTX 

gl41614 

148 

6.0e-ll 

80 
54 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZAl OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 



298517 

LIB3151-016-Q1-K1-A3 

BLASTX 

g224508 

312 

7.0e-29 

92 

73 

zein A20 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



298518 

LIB3151-016-Q1-K1-B10 

BLASTN 

g22516 

276 

1.0e-154 

384 

93 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
- Match length 
% identity 



298519 

LIB3151-016-Q1-K1-B12 

BLASTX 

g224507 

185 

9.0e-14 

111 

41 



41929 



NCBI Description zein Al [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298520 

LIB3151-016-Q1-K1-B3 

BLASTX 

gl41608 

191 

2.0e-27 

109 

62 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298521 

LIB3151-016-Q1-K1-C7 

BLASTX 

g72307 

367 

4.0e-35 . 

101 

78 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 led zein protein [Zea mays] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298522 

LIB3151-016-Q1-K1-D10 

BLASTN 

g4185305 

147 

5.0e-77 

295 

88 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes j 



Seq. No. 


298523 


Seq. ID 


LIB3151-016-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


164 


E value 


3.0e-87 


Match length 


252 


% identity 


91 


NCBI Description 


Maize gene for a 27kDa storage protein, zein 


Seq. No. 


298524 


Seq. ID 


LIB3151-016-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4325282 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


52 


% identity 


56 


NCBI Description 


(AF123310) NAC domain protein NAM [Arabidopsis 



41930 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



298525 

LIB3151-016-Q1-K1-D7 

BLASTX 

g419803 

388 

8.0e-38 

92 

77 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



298526 

LIB3151-016-Q1-K1-E4 

BLASTX 

gl21472 

275 

2.0e-24 
64 

75 - 
GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) ....... : 

(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119L - 

maize >gi_22289_emb_CAA26J ; 49_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb2;CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298527 


Seq. ID 


LIB3151-016-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


340 


E value 


6.0e-32 


Match length 


119 


% identity 


61 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


298528 


Seq. ID 


LIB3151-016-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl41616 


BLAST score 


216 


E value 


1.0e-17 


Match length 


88 


% identity 


50 


NCBI Description 


ZEIN-BETA PRECURSOR (16 




>gi_168662 (M12147) 15 k 


Seq. No. 


298529 


Seq. ID 


LIB3151-016-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


80 


E value 


3.0e-37 


Match length 


120 



(ZEIN 2) (CLONE 15A3) 



41931 



+ 



% identity 


92 


NCBI Description 


Maize endosperm .glutelin-2 gene; 


Seq. No., 


298530 


Seq. ID 


LIB3151-016-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


255 


E value 


3.0e-22 


Match length 


95 


% identity 


58 


NCBI Description 


(AF031569) 22-kDa alpha zein 8 


Seq. No. 


298531 


Seq. ID 


LIB3151-016-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


69 


E value 


1.0e-30 


Match length 


234 


% identity 


82 


NCBI Description 


Maize 19 kDa zein mRNA, clone c! 




>gi_270686_gb_I03333_ Sequence 1 


Seq. No. 


298532 


Seq. ID 


LIB3151-017-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


gl037129 


BLAST score 


183 


E value 


2.0e-98 


Match length 


294 


% identity 


90 


NCBI Description 


(gamma-zeinA) =opaque2 modifier 




Tuxpeno CMS 450, mRNA Partial, : 


Seq. No. 


298533 


Seq. ID 


LIB3151-017-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


121 


E value 


1.0e-61 


Match length 


219 


% identity 


13 


NCBI Description 


Zea mays 22-kDa alpha zein gene 


Seq. No. 


298534 


Seq. ID 


LIB3151-017-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


331 


E value 


6.0e-31 



[Zea mays] 



L9D1, complete cds. 
from Patent US 



[Zea mays=maize, 



complete sequence 



Match length 

% identity 

NCBI Description 



119 ■ 
61 

(X59526) 



zein protein [Acetabularia mediterranea] 



Seq. No. 
Seq. ID 



298535 

LIB3151-017-Q1-K1-B8 



41932 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%. identity 
• NCBi* Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22514 
99 

2.0e-48 

183 

89 

Maize Zcl 



gene for Zein Zcl (14 kD zein-2) 



298536 

LIB3151-017-Q1-K1-C3 

BLASTN " 

g22549 

100 

7.0e-49 

124 

98 

Maize gene for a 27kDa storage protein, zein 
298537 

LIB3151-017-Q1-K1-C7 

BLASTX 

gl21472 

199 

1.0e-15 

77 
52 

GLUTELIN 2 'PRECURSOR (ZEIN-GA&MA) (27 KD ZEIN) 
' (ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326jpir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298538 

LIB3151-017-Q1-K1-C9 

BLASTX 

g419803 

224 

2.0e-26 

81 

75 

zein protein - maize >gi_ 
mays] 



168705 (M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298539 

LIB3151-017-Q1-K1-D1 

BLASTX 

gl35398 

282 

1.0e-25 

57 
89 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 



298540 



41933 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-017-Q1-K1-E10 

BLASTX 

gl41597 

308 

2.0e-28 

92 

68 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 





Seq. No. 


298541 




Seq. ID 


LIB3151-017-Q1-K1-F11 




Method 


BLASTN 




NCBI GI 


gl68663 




BLAST score 


41 




E value 


8.0e-14 


•J : 


Match length 


101 




% identity 


87 




NCBI Description 


Maize sulfur-rich zein protein of Mr 15, 000, complete 


? 


Seq. No. 


298542 




Seq. ID 


LIB3151-017-Q1-K1-F5 




Method 


BLASTN 


a : 


NCBI GI . . - 


g!68661 * 


Li 


BLAST score 


46 ' ' 


3-5 i 


E value 


4.0e-17 


= 


Match length 


113 




% identity 


87 


H 


NCBI Description 


Maize 15 kDa zein mRNA, clone CZ15A3, complete cds 


3 - 


Seq. No. 


298543 


H 


Seq. ID 


LIB3151-017-Q1-K1-F6 




Method 


BLASTN 




NCBI GI 


g22514 




BLAST score 


175 




E value 


6.0e-94 




Match length 


247 




% identity 


93 




NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD zein-2) 




Seq. No. 


298544 




Seq. ID 


LIB3151-017-Q1-K1-G10 




Method 


BLASTN 




NCBI GI 


gl68665 




BLAST score 


142 




E value 


3.0e-74 




Match length 


206 




% identity 


92 




NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 




Seq. No. 


298545 




Seq. ID 


LIB3151-017-Q1-K1-G6 




Method 


BLASTX 




- NCBI GI 


gl076678 




BLAST score 


261 



41934 



E value 


6.0e-23 . lft . 


Match length 


80 


% identity 


71 


NCBI Description 


ubiquitin / ribosomal protein S27a - potato (fragment) 


Seq. No. 


298546 


Seq. ID 


LIB3151-017-Q1-K1-G7 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


65 1 


E value 


3 . 0e-28 


Match length 


149 


% identity 


86 


NCBI Description 


Z.mays gene for Hageman factor inhibitor 


Seq. No. 


298547 


Seq. ID 


LIB3151-017-Q1-K1-H5 


Method 


BLASTN 


NCBI GI 


g22542 


BLAST score 


156 


E value 


1.0e-82 


Match length 


200 


% identity 


94 


NCBI Description 


Maize gene for Mr 19000 alpha zein and 5' -flanking region 


Seq: No. 


298548 


Seq. ID 


LIB3151-017-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


163 


E value 


6.0e-33 


Match length 


97 


% identity 


79 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 




(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 




>gi_72326^pir ZMZM19 glutelin 2 precursor (clone pME119) 




maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precurs> 




[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 




mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 


Seq. No. 


298549 


Seq. ID 


LIB3151-018-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


530 


E value 


3.0e-54 


Match length 


121 


% identity 


90 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 




>gi_72312j?ir ZIZM92 19K zein precursor (clone cZ19C2) - 




maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 


Seq. No. 


298550 


Seq. ID 


LIB3151-018-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


137 



41935 



E value 


4.0e-71 


Match length 


269 


% identity 


88 


NCBI Description 


Maize Zc2 gene for zein Zc2 


Seq. No. 


298551 


Seq. ID 


LIB3151-018-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


403 


E value 


2.0e-39 


Match length 


120 


% identity 


72 


NCBI Description 


(M60837) zein. [Zea mays] 


Seq. No. 


298552 


Seq. ID 


LIB3151-018-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4096786 


BLAST score 


223 


E value 


3.0e-18 


Match length 


58 


% identity 


74 


NCBI Description 


(U39958) NADP-malic . enzyme 


Seq. No. 


298553 


Seq. ID 


LIB3151-018-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


318 


E value 


9.0e-33 


Match length 


105 


% identity 


70 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2 



>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298554 

LIB3151-018-Q1-K1-D5 

BLASTN 

gl037129 

49 

1.0e-18 

109 

87 

( gamma- zeinA) =opaque2 modifier {5' region} [Zea mays=mai2 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



298555 

LIB3151-018-Q1-K1-F4 

BLASTN 

gl037129 

279 

1.0e-155 
418 



41936 



% identity 91 

NCBI Description ( gamma- zeinA) =opaque2 modifier. {5 1 region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 


298556 


Seq. ID 


LIB3151-U18-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4559384 


BLAST score 


176 


E value 


1 . Oe-12 


Match length 


79 


% identity 


A A 

44 


NCBI Description 


(AC006526) unknown protein [Arabidopsis thaliana] 


Seq. No. 


298557 


Seq. ID 


LIB3151-018-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4097690 


BLAST score 


205 


E value 


2.0e-16 


Match length 


75 


% identity 


60 


NCBI Description 


(U66592) prohibitm 2 [Arabidopsis thaliana] >gi__4099801 




(U89791) prohibitin-like protein [Arabidopsis thaliana] 




>gi 4204301 (AC003027) prohibitm 2 [Arabidopsis thalian; 


Seq. No. 


298558 


Seq. ID 


LIB3151-018-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


o o o 

223 


E value 


3.0e-18 


Match length 


92 


% identity 


53 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


298559 


Seq. ID 


LIB3151-018-Q1-K1-H7 


Method . 


BLASTX 


NCBI GI 


gl36757 


BLAST score 


395 


E value 


2.0e-38 


Match length 


75 


% identity 


97 


NCBI Description 


GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 




>gi_100881_pir S07314 UDPglucose — starch 




glucosyltransf erase (EC 2.4.1.11) precursor - maize 




>gi 168653 (M24258) amyloplast-specif ic transit protein 




[Zea mays] >gi_1644339_emb_CAA27574_ (X03935) glucosyl 




transferase [Zea mays] 


Seq. No. 


298560 


Seq. ID 


LIB3151-019-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


' 224 


E value 


5.0e-31 



41937 



103 
69 

(M60837) zein [Zea mays] 
298561 

LIB3151-019-Q1-K1-A8 
BLASTX 
gl68701 
197 

2.6-e-lS 
78 . 
63 

(M60837) zein [Zea mays] 
298562 

LIB3151-019-Q1-K1-A9 
BLASTX 
g4185308 
220 

4.0e-18 

83 
61 

(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 
298563 

LIB3151-019-Q1-K1-B8 
BLAST N 
gl68484 
304 

1.0e-170 
375 
95 

Maize endosperm glutelin-2 gene, complete cds 
298564 

Seq. ID . LIB3151-019-Q1-K1-C6 

Method . "BLASTN 

NCBI GI gl68681 

BLAST score 226 

E value 1.0e-124 

Match length 298 

% identity 58 

NCBI Description Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 

>gi_270686_gb_I03333_ Sequence 8 from Patent US 

Seq. No. 298565 

Seq. ID LIB3151-019-Q1-K1-C8 

Method BLASTX 

NCBI GI g4206306 

BLAST score 650 

E value 2.0e-68 

Match length 130 

% identity 100 

NCBI Description (AF049110) prpol [Zea mays] 

Seq. No. 298566 

Seq. ID LIB3151-019-Q1-K1-D10 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



41938 



Method 

NCBI'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g82660 
235 

1.0e-19 

119 

46 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 


298567 


Seq. ID 


LIB3151-019-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


lb / 


E value 


7.0e-12 


Match length 


65 


% identity 


62 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


298568 


Seq. ID 


LIB3151-019-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl707924 


BLAST score 


201 


E value 


2.0e-21 


Match length 


81 " . 


% identity 


69 


NCBI Description 


GLUCOSE- 1- PHOSPHATE ADENYLYLTRANSFERASE LARGE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI. Description 



PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) (ALPHA-D-GLUCOSE-1-PHOSPHATE 
ADENYL TRANSFERASE) (SHRUNKEN- 2) >gi_1947182 (M81603) 

shrunken-2 [Zea mays] >gi_444329_prf 1906378A ADP glucose 

pyrophosphorylase [Zea mays] 

298569 

LIB3151-019-Q1-K1-D4 

BLASTX 

gl41605 

145 

3.0e-19 

94 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2), - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298570' 

LIB3151-019-Q1-K1-E11 

BLASTX 

g2832243 

253 

8.0e-22 

109 

56 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 



Seq. No. 



298571 



41939 



# 



Seq. ID 


LIB3151-019-Q1-K1-E2 






Method 


BLASTX 






NCBI GI 


g224513 






BLAST score 


189 






E value 


1.0e-15 






Match length 


98 






% identity 


48 






NCBI Description 


zein M6 [Zea mays] 






Seq. No. 


298572 






Seq. ID 


LIB3151-019-Q1-K1-F12 






Method 


BLASTX 






NCBI GI 


gl68695 






BLAST score 


178 






E value 


3.0e-13 






Match length 


67 






% identity 


58 






NCBI Description 


(Ml 62 18) gamma zein [Zea mays] 


>gi_ 


_225315_prf_ 




zein gamma [Zea mays] 






Seq. No. 


298573 






Seq. ID 


LIB3151-019-Q1-K1-F5 






Method 


BLASTN 






NCBI GI 


g22516 






BLAST score 


65 






E value 


3.0e-28 






Match length 


137 






% identity 


87 






NCBI Description 


Maize Zc2 gene for zein Zc2 (28 


kD 


glutelin-2) 


Seq. No. 


298574 






Seq. ID 


LIB3151-019-Q1-K1-G6 






Method 


BLASTN 






NCBI GI 


gl68484 






BLAST score 


96 






E value 


8.0e-47 






Match length 


156 






% identity 


90 






NCBI Description 


Maize endosperm glutelin-2 gene 


, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298575 

LIB3151-019-Q1-K1-H3 

BLASTN 

g22549 

281 

1.0e-157 

357 

95 

Maize gene for a 27kDa storage protein, 



zein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



298576 

LIB3151-019-Q1-K1-H4 

BLASTX 

gl70354 

506 

2.0e-51 
109 



41940 



% identity 


20 


NCBI Description 


(M74156) pentameric polyubiquitin [Nicotiana sylvestri 


Seq. No. 


298577 


Seq. ID 


LIB3151-019-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl68675 


BLAST score 


61 


E value 


1.0e-25 


Match length 


182 


% identity 


91 


NCBI Description 


Maize mutant zein (zE19) gene, complete cds 


Seq. No. 


298578 


Seq. ID 


LIB3151-019-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


181 


E value 


2.0e-13 


Match length 


91 


% identity 


49 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


298579 


Seq. ID 


LIB3151-019-Q1-K1-H8 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


62 


E value 


1.0e-26 


Match length 


154 


% identity 


85 


NCBI Description 


Zea mays brittle-1 protein (btl) mRNA, complete cds 


Seq. No. 


298580 


Seq. ID 


LIB3151-020-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


245 


E value 


8.0e-21 


Match length 


92 


% identity 


60 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


298581 


Seq. ID 


LIB3151-020-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


177 


E value 


6.0e-13 


Match length 


99 


% identity 


45 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 




>gi 72311_pir ZIZM2 19K zein precursor (clone A20) - i 




>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 


Seq. No. 


298582 


Seq. ID ' 


LIB3151-020-Q1-K1-D8 



41941 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g629862 - 
162 

2.0e-ll 

75 

48 

zein Zdl, 19K - maize >gi_535021_emb_CAA47 640_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 


298583 


Seq. ID 


LIB3151-020-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


235 


E value 


1.0e-19 


Match length 


98 


% identity 


54 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No.' 


298584 


Seq. ID 


LIB3151-020-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


. gl41613 


BLAST score 


155 


E value 


2.0e-10 


Match length 


81 


% identity 


44 


NCBI Description 


ZEIN- ALPHA PRECURSOR (22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



) v (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) - 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

298585 

LIB3151-020-Q1-K1-E12 

BLASTN 

gl037129 

236 w . 

1.0e-166 

392 

94 

(gamma-zeinA) =opaque2 modifier {5 f region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

298586 

LIB3151-020-Q1-K1-F1 

BLASTX 

g2832247 

153 

3.0e-10 

77 

45 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
298587 

LIB3151-020-Q1-K1-F5 

BLASTN 

g4140643 

42 



41942 



E value. 
Match length ! 
% identity 
NCBI Description 



2.0e-14 

82 

88 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 


298588 


Seq. ID 


LIB3151-020-Q1-K1-H7 


Method 


BLAST N 


NCBI GI 


g22549 


BLAST score 


45 


E value 


3 . Oe-16 


Match length 


49 


% identity 




NCBI Description 


Maize gene for a 27kDa storage protein, zein 


Seq. No. 


298589 


Seq. ID 


LIB3151-021-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g!41607 


BLAST score 


297 


E value 


5.0e-27 


Match length 


66 


% identity 


94 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19.1) 



>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] >gi_168672 
(J01244) zein 19 kd protein (partial) [Zea mays] 



Seq. No. 


298590 






Seq. ID 


LIB3151- 


021-Q1 


-Kl-Bl 


Method 


BLASTX 






NCBI GI 


gl68691 






BLAST score 


323 






E value 


4.0e-30 






Match length 


95 






% -identity 


69 






NCBI Description 


(M29628) 


zein 


[Zea mays] 


Seq. No. 


298591 






Seq. ID 


LIB3151- 


021-Q1 


-K1-B3 


Method 


BLASTX 






NCBI GI 


g629861 






BLAST score 


352 






E value 


2-.0e-33 






Match length 


105 






% identity 


70 






NCBI Description 


zein Zdl 


, 19K 


- maize >g. 



(X67203) 



zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



298592 

LIB3151-021-Q1-K1-C1 

BLASTX 

g4140644 

306 

5.0e-41 

133 

70 



41943 



NCBI Description 



(AF090447.) 22-kDa zein protein 12 [Zea mays] 



Seq, No. 


1 QO C Ct *3 


Seq. ID 


LIB3151-021-Q1-K1-C6 


Method 


BLASTN 


NCBI GI 


g22528 


BLAST score 


47 


E value 


1.0e-17 


Match length 


79 


% identity 


91 


NCBI Description 


Zea mays mRNA -encoding a zein (clone A2 


Seq. No. 


OQOCQ/ 

z9o5y4 


Seq. ID 


LIB3151-021-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


505 


E value 


3.0e-51 


Match length 


126 


% identity 


84 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


298595 


Seq. ID 


LIB3151-021-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


302 


E value 


1.0e-27 


Match length 


85 


% identity 


71 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


298596 . 


Seq. ID 


LIB3151-021-Q1-K1-G2 


Method 


BLASTN 


NCBI. GI 


g22516 


BLA^T score 


183 


E value 


2.0e-98 


Match length 


386 


% identity 


88 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glut 


Seq. No. 


298597 


Seq. ID 


LIB3151-021-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


269 


E value 


9. Oe-24 


Match length 


101 


%- identity 


61 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 




zein, 19K - maize >gi_22446_emb_CAA3765" 




zein [Zea mays] 


Seq. No. 


298598 


Seq. ID 


LIB3151-021-Q1-K1-H3 


Method 


BLASTX 



S15655 



41944 



NCBI GI 


gl00925 


BLAST score 


144 ' 


E value 


3.0e-09 


Match length 


38 


% identity 


68 


NCBI Description 


zem, 27K - maize (fragment) >gi_22550_emb_CAA4 




(X58197) 27JcDa storage protein, zein [Zea mays] 


Seq. No. 


298599 


Seq. ID 


LIB3151-021-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


1 A A 

14 4 


E value 


1.0e-09 


Match length 


56 


% identity 


55 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 




>gi_72315_pir ZIZMB1 19K zein precursor (clone 




maize >gi 168674 (M12143) 19 kDa zein protein [, 


Seq. No. 


298600 


Seq. ID 


LIB31 51-02 1-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


gl68685 


BLAST score 


43 


E value 


3.0e-15 


Match length 


59 


% identity 


93 


NCBI Description 


Maize 22 ka (Mw=26.99 ka) zein protein J, mRNA 


Seq. No. 


298601 


Seq. ID 


LIB3151-022-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g72307 


BLAST score 


198 


E value 


2.0e-15 


Match length 


100 


% identity 


49 


NCBI Description 


22K zein precursor (clone pZ22.3) - maize >gi_l 




(J01246) 26.99 kd zein protein [Zea mays] 


Seq. No. 


298602 


Seq. ID 


LIB3151-022-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4519539 


BLAST score 


158 


E value 


2.0e-12 


Match length 


83 


% identity 


44 


NCBI Description 


(AB016256) NAD-dependent sorbitol dehydrogenase 




domes tica] 



[Malus 



Seq. No. 
Seq. ID' 
Method 
NCBI GI * 
BLAST score 



298603 

LIB3151-022-Q1-K1-A6 

BLASTN 

gl68665 

41 



41945 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



1.0e-13 

101 

85 

Maize 16-kDa zein-2 mRNA, complete cds 
298604 

LIB3151-022-Q1-K1-C8 

BLASTN 

gl037129 

285 

1.0e-159 

425 

92 

(gamma-zeinA) =opaque2 modifier {5' region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays=maize 



298605 

LIB3151-022-Q1-K1-D3 

BLASTX 

gl36757 

242- 

1.0e-20 

80 

68 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_100881_pir S07314 UDPglucose — starch 

glucosyltransf erase (EC 2.4.1.11) precursor - maize 
>gi_168653 (M24258) amyloplast-specif ic transit protein 
[Zea mays] >gi_1644339_emb_CAA27574_ (X03935) glucosyl 
transferase [Zea mays] 

298606 

LIB3151-022-Q1-K1-E8 

BLASTN 

gl037129 

350 

0.0e+00 

426 

96 

(gamma 
Tuxpeno 



zeinA)=opaque2 modifier {5' region} [Zea mays=maize 
CMS 450, mRNA Partial, 1889 nt] 



298607 

LIB3151-022-Q1-K1-F10 

BLASTX 

gl68695 

239 

4.0e-20 

103 

50 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 

298608 

LIB3151-022-Q1-K1-G1 

BLASTX 

g224509 



41946 





BLAST score 


}88 . 




E" value 


4 . Oe-14 




Match length 


82 




% identity 


54 




NCBI Description 


zein E19 [Zea mays] 




Seq. No. 


298609 




Seq. ID 


LIB3151-022-Q1-K1-H10 




Method 


BLASTX 




NCBI GI ■ 


g82660 




BLAST score 


252 




E value 


1.0e-21 




Match length 


77 




% identity 


68 




NCBI Description 


19K zein precursor (clone ZG31A) - maize (fragment] 






>gi yuyii/ emD laaz4/^u (vui4/jj zein L^ea maysj 




Seq. No. 


298610 




Seq. ID 


LIB3151-022-Q1-K1-H5 




Method 


BLASTX 


yQ 


NCBI GI 


gl6073 


CP 


BLAST score 


353 


fn 


E value 


1 . Oe-33 


=== 


Match length 


99 




% identity 


77 


s" : 


NCBI Description 


(X59526) zein protein - [Acetabularia mediterranea] 


y 5 


Seq. No. 


298611 


= 


Seq. ID 


LIB3151-022-Q1-K1-H7 




Method 


BLASTX 




NCBI GI 


g224514 


O 


BLAST score 


281 




E value 


5.0e-25 


: as=r 


Match length 


66 


Q 


% identity 


89 


G 


NCBI Description 


zein M8 [Zea mays] 




Seq. No. 


298612 




Seq. ID 


LIB3151-022-Q1-K1-H9 




Method 


BLASTX 




NCBI GI 


g224508 




BLAST score 


284 




E value 


2.0e-25 




Match length 


113 




% identity 


60 




NCBI Description 


zein A20 [Zea mays] 




Seq. No. 


298613 




Seq. ID 


LIB31 51-02 3-Q1-K1-A11 




Method 


BLASTX 






goUoo4o 




BLAST score 


208 




E value 


1.0e-16 




Match length 


94 




% identity 


49 




NCBI Description 


(L34340) zein [Zea mays] 



41947 



* 





Seq. No. 


298614 




Seq. ID 


LIB3151-023-Q1-K1-A3 




Method 


BLASTX 




NCBI GI 


g224508 




BLAST score 


151 




E value 


8.0e-15 




Match length 


81 




% identity 


63 




NCBI Description 


zein A20 [Zea mays] 




- 

Seq. No. 


298615 




Seq. ID 


LIB3151-023-Q1-K1-A4 




Method 


BLASTX 




NCBI GI 


g224513 




BLAST score 


219 




E value 


2.0e-18 




Match length 


73 




% identity 


64 


fri 


NCBI Description 


zein M6 [Zea mays] 




Seq. No. 


298616 




Seq. ID 


LIB3 151-02 3-Q1-K1-A7 


fn 


Method 


BLASTN 




NCBI GI 


gl68681 




BLAST score 


92 




E value 


2.0e-44 




Match length 


148 


y s 


% identity 


92 


a 


NCBI Description 


Maize 19 kDa zein mR] 


§== 




>gi_2 7068 6_gb_1 03333 


S ' 3 
= . 


Seq. No. 


298617 




Seq. ID 


LIB3151-023-Q1-K1-A9 




Method 


BLASTX 




NCBI GI 


gl41597 




BLAST score 


400 




E value 


6.0e-39 




Match length 


102 




% identity 


79 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) - 

>gi_72314jpir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

298618 

LIB3151-023-Q1-K1-B10 

BLASTX 

g508545 

393 

4.0e-38 

128 

66 

(L34340) zein [Zea mays] 
298619 

LIB3151-023-Q1-K1-B11 
BLASTX 



41948 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



g224514 
201 

8.0e-16 

60 
72 

zein M8 [Zea mays] 
298620 

LIB3151-023-Q1-K1-B12 

BLASTN 

g!68484 

129 

2.0e-66 

217 

92 

Maize endosperm glutelin-2 



298621 

LIB3151-023-Q1-K1-B5 

BLASTX 

g419803 

258 

1.0e-22 

80 

65 

zein protein - maize >gi_ 
mays] 



gene, complete cds 



168705 (M72708) zein protein [Zea 



Seq. No. 


298622 


Seq. ID 


LIB3151-023-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl00940 


BLAST score 


226 


E value 


1.0e-18 


Match length 


100 


% identity 


52 


NCBI Description 


zein zAl - maize 


Seq. No. 


298623 


Seq. ID 


LIB3151-023-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST, score 


281 


E value 


5.0e-25 


Match length 


121 


% identity 


53 


NCBI Description 


ZEIN-ALPHA PRECURSOR 




>gi 72311_pir ZIZM2 




>gi_2 252 9_emb_CAA2 4 7 1 


Seq. No. 


298624 


Seq. ID 


LIB3151-023-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


155 


E value 


2.0e-18 


Match length 


89 



(19 KD) (CLONE A20) 

19K zein precursor (clone A20) 



- maize 



41949 



% identity 

NCBI Description 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
{ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119). - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298625 

LIB3151-023-Q1-K1-D10 

BLAST N 

g2832242 

123 

6.0e-63 

143 

11 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
298626 

LIB3151-023-Q1-K1-D3 

BLAST N 

g535019 

55 

4.0e-22 

131 

43 

Z.mays Zdl tandem genes for zein Zdl (19 kDa Zein) 
298627 

LIB3151-023-Q1-K1-D5 

BLASTX 

g2832246 

341 

3.0e-32 

98 

76 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 
298628 

LIB3151-023-Q1-K1-E4 

BLASTX 

g508545 

322 

8.0e-30 * 

126 

56 

(L34340) zein [Zea mays] 
298629 

LIB3151-023-Q1-K1-E6 

BLASTN 

g535019 

63 

6.0e-27 

139 

44 

Z.mays Zdl tandem genes for zein Zdl (19 kDa Zein) 



41950 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298630 

LIB3151-023-Q1-K1-F10 

BLASTX 

gl68664 

217 

5.0e-18 

51 

86 

(M13507) zein protein precursor [Zea mays] 



298631 

LIB3151-023-Q1-K1-G8 

BLASTX 

gl6073 

451 

6.0e-45 

121 

79 

(X59526) zein protein 



[Acetabularia mediterranea] 



298632 

LIB3151-023-Q1-K1-H11 

BLASTX 

gl710521 

223 . 

2.0e-18 

67 

75 

60S RIBOSOMAL PROTEIN L24 >gi_1154859_emb_CAA63960_ 
(X94296) L24 ribosomal protein [Hordeum vulgare] 

298633 

LIB3151-023-Q1-K1-H3 

BLASTX 

gl32584 

231 

2.0e-19 

77 

58 

RI BOSOME- 1 NACT I VAT I NG PROTEIN 3 (RRNA N-GLYCOS I DASE ) (B-32 
PROTEIN) >gi_168451 (M83926) ribosome-inactivating protein 
[Zea mays] 

298634 

LIB3151-023-Q1-K1-H7 

BLASTX 

gl41616 

179 

1.0e-13 

41 

78 

ZEIN-BETA PRECURSOR (16 KD) 
>gi 168662 (M12147) 



{ ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 



298635 

LIB3151-023-Q1-K1-H9 



41951 



:# 



Method 


BLASTX 


NCBI GI ' 


gl41616 






E value' 


1.0e-10 


Match length 


98 


% identity 


43 


NCBI Description 


ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 




>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 


,Seq. No. 


298636 


Seq. ID 


LIB3151-024-Q1-K1-A9 


Method 


BLASTN 


NPRT GT 




BLAST score 


192 


E value 


1.0e-104 


Match length 


316 


% identity 


95 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


298637 


Seq. ID 


LIB3151-024-Q1-K1-B2 


Method 


BLASTX 


NPRT fJT 


y j j / \j o £, *j 


BLAST score 


293 


E value 


2.0e-26 


jfatch length 


.98 .v. 


% identity 


63 


NCBI Description 


(X17555) pyruvate decarboxylase [Zea "mays] ":$*f ,. 


Seq. No. 


298638 


Seq. ID 


LIB3151-024-Q1-K1-B4 


Method 


BLASTX 


NPRT flT 


yiuuu ji 


BLAST score 


290 


E value 


3.0e-26 


Match length 


103 


% identity 


59 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


298639 


Seq. ID 


LIB3151-024-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g629862 






E value 


1.0e-17 


Match length 


79 


% identity 


58 


NCBI Description 


zein Zdl, 19K - maize ->gi_535021_emb_CAA47640_ (X67; 




zein Zdl (19 kDa zein) [Zea mays] 


Seq. No. 


298640 


Seq. ID 


LIB3151-024-Q1-K1-C7 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


160 


E value 


7.0e-85 


Match length 


311 



41952 



% identity 88 

NCBI Description Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298641 

LIB3151-024-Q1-K1-C8 

BLAST N 

g22516 

110 

3.0e-55 

182 

90 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



298642 

LIB3151-024-Q1-K1-C9 

BLASTN 

g22516 

71 

7.0e-32 

119 

91 

Maize Zc2 gene for zein 



Zc2 (28 kD glutelin-2) 



298643 

LIB3151-024-Q1-K1-D1 

BLASTN 

gl68661 

120 

8.0e-61 

184 

96 

Maize 15 kDa zein mRNA, clone CZ15A3, complete cds 
298644 

LIB3151-024-Q1-K1-D12 
BLASTX 

gl41600 " 
167 

5.0e-12 

64 

58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi 72315 pir ZIZMB1 19K zein precursor (clone CZ19B1) - 
maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

298645 

LIB3151-024-Q1-K1-D2 

BLASTX 

gl076708 

704 

1.0e-74 
148 

27 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi_456714jdbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34988) seed tetraubiquitin 



41953 



[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 



Seq. No. 


298646 


Seq. ID 


LIB3151-024-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2832247 4 ' 


BLAST score 




E value 


7.0e-12 


Match length 


88 


% identity 


51 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


298647 


Seq. ID 


LIB3151-024-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


185 


E value 


2.0e-15 


Match length 


97 


% identity 


57 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


298648 


Seq. ID 


LIB3151-024-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


156 


E value 


2.0e^l0 


Match length 


86 


% identity 


45 


NCBI Description 


(AF090446) 22-kDa alpha zein protein 21 [Zea 


Seq. No. 


298649 


Seq. ID 


LIB3151-024-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g!68694 


BLAST score 


48 


E value 


5.0e-18 


Match length 


140 


% identity 


84 


NCBI Description 


Maize gamma zein mRNA, partial cds 


Seq. No. 


298650 


Seq. ID 


LIB3151-024-Q1-K1-G11 


Method 


BLASTN 


NCBI GI 


g22288 


BLAST score - 


219 


E value 


1.0e-120 


Match length 


323 


% identity 


92 " 


NCBI Description 


Maize mRNA fragment for endosperm glutelin-2 


Seq. No. 


298651 



41954 



Seq. ID 


LIB3151-024-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


g!6072 


BLAST score 


68 


E value 


4.0e-30 


Match length 


140 


% identity 


87 


NCBI Description 


Acetabularia mediterranea zein gene 


Seq. No. 


298652 


Seq. ID 


LIB3151-024-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


gl68669 


BLAST score 


43 


E value 


6. Oe-15 


Match length 


107 


% identity 


85 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19A2, 


Seq. No. 


■ 

298653 


Seq. ID 


LIB3151-024-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl21472 


'BLAST score 


226 


E value 


1.0e-18 


Match length 


110 


% identity 


40 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326j?ir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298654 

LIB3151-024-Q1-K1-H2 

BLASTX 

g462195 

145 

3.0e-09 

39 

74 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298655 

LIB3151-024-Q1-K1-H6 

BLASTX 

g4 62195 

361 

2.0e-34 

98 

74 

PROTEIN TRANSLATION FACTOR SUI1 



HOMOLOG (GOS2 PROTEIN) 



41955 



>gi_100682_pir, S21636 G0S2 protein - rice 
>gi_20238_emb_^AA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298656 

LIB3151-025-Q1-K1-A10 
BLASTX 
g629861 
-478 " 
4.0e-48 
133 
75 

zein Zdl, 19K -'maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 


298657 


Seq. ID 


LIB3151-025-Q1-K1-B9 


Method 


BLASTX 


NCBI GI. • 


g22216 


BLAST score 


222 


E value 


4.0e-18 


Match length 


88 


% identity 


60 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


298658 


Seq. ID 


LIB3151-025-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl41615 


BLAST score 


164 


E value 


3.0e-13 


Match length 


85 


% identity 


58 


NCBI Description 


ZEIN- ALPHA PRECURSOR (22 KD) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CLONE PZ22.3) 

>gi_22536_emb_CAA24727_ (V01480) zein protein 3 _[Zea mays] 
298659 

LIB3151-025-Q1-K1-C12 

BLASTN 

gl68652 

87 

3.0e-41 

267 

88 

Maize amyloplast-specif ic transit protein (waxy; wx+ 
locus), complete cds 



298660 

LIB3151-025-Q1-K1-D11 

BLASTX 

g419803 

146 

2.0e-16 

102 

51 

zein protein - maize >gi_168705 



(M72708) zein protein [Zea 



41956 



mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298661 

LIB3151-025-Q1-K1-E11 

BLASTX 

g629861 

379 

2.0e-36 
138 
59 - 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



298662 

LIB3151-025-Q1-K1-F11 

BLASTX 

g595775 

156 

2.0e-10 

85 

48 

(U13869) lacZ alpha peptide 



(X67203) 



[Cloning vector] 



Seq. No. 
Seq. ID 



•298663 • 

LIB3151-025-Q1-K1-G10 

BLASTX 

gl68703 

157 

6.0e-ll 

58 

57 

(M86591) 22 kDa zein protein [Zea mays] 
298664 

LIB3151-026-Q1-K1-A6 

BLASTN 

gl68681 

111 

1.0e-55 

319 

84 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 

298665 

LIB3151-026-Q1-K1-B10 

BLASTX 

gl00925 

142 

4.0e-09 

57 

49 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 

298666 

LIB3151-026-Q1-K1-C5 



41957 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl21472 

416 

7.0e-41 

124 

60 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326jpir ZMZM19 glutelin 2 precursor (clone pME119) 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precurso 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298667 


Seq. ID 


LIB3151-026-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


278 


E value 


7.0e-25 


Match length 


84 


% identity 


76 


NCBI Description 


(AF031569) 22-kDa alpha zein 


Seq. v Jtfo. 


298668 


Seq. -ID 


LIB3151-026-Q1-K1-E9 


Method 


BLASTX - 


NCBI GI 


gl41612 


BLAST score 


420 


E value 


3.0e-41 


Match length 


120 


% identity 


74 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 KD) 



4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CLONE 22C2) 

>gi_72306_pir ZIZMC2 22K zein precursor (clone CZ22C2) - 

maize (fragment) >gi_168688 (M12141) 22 kDa zein protein 
[Zea mays] 

298669 

LIB3151-027-Q1-K1-B3 

BLASTX 

gl41609 

173 

2.0e-12 

114 

38 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448_emb_CAA41543_ (X58700) 19 kba 
zein [Zea mays] 

298670 

LIB3151-027-Q1-K1-B8 

BLASTN 

gl68681 

126 

2.0e-64 

282 

86 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 



41958 



>gi_270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298671 

LIB3151-027-Q1-K1-C8 

BLAST N • 

gl037129 

201 

1.0e-109 
377 

88 . 

(gamma-zeinA) =opaque2 modifier {5' region} [Zea mays=maize 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

298672 

LIB3151-027-Q1-K1-D6 

BLASTX 

g4490333 

154 

3.0e-10 

95 

40 

(AL035656) EF-Hand containing protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298673 

LIB3151-027-Q1-K1-D8 

BLASTX 

g4314378 

247 

5.0e-21 

134 

34 

(AC006232) putative lipase [Arabidopsis thaliana] 
298674 

LIB3151-027-Q1-K1-E1 

BLASTX 

g2832247 

394 

3.0e-38 

105 

79 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
298675 

LIB3151-027-Q1-K1-E7 

BLASTN 

gl037129 

110 

4.0e-55 

233 

88 

(gamma-zeinA) =opaque2 modifier {5' region} [Zea mays=maize 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 
Seq. ID 



298676 

LIB3151-027-Q1-K1-F3 



41959 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22549 
56 

1.0e-22 

262 

84 

Maize gene for a 27kDa storage protein, zein 
298677 

LIB3151-027-Q1-K1-F6 

BLASTX 

g629861 

178 

3.0e-20 

99 

64 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



298678 

LIB3151-027-Q1-K1-F9 

BLASTX 

g629861 

257 

2.0e-22 

87 ■ 
63 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

298679 

LIB3151-027-Q1-K1-G4 

BLASTX 

gl41617 

295 

1.0e-26 ' 

74 ' 
77 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

298680 

LIB3151-027-Q1-K1-G6 

BLASTX 

g!41598 

150 

2.0e-13 

123 

39 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi_72313_pir ZIZM99 19K zein precursor (clone ZG99) - 

maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays] 
>gi_22534_emb_CAA24726_ (V01479) zein [Zea mays] 



41960 



Seq. No. 

Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298681 

LIB3151-027-Q1-K1-H1 

BLASTX 

gl41617 

318 

2.0e-29 

65 

91 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


298682 


Seq. ID 


LIB3151-028-Q1-K1-C12 


Method 


BLASTX 


NCBI GI , . 


gl663724 


BLAST score 


271 


E value " 


6.0e-24 


Match length 


103 


% identity 


53 


NCBI Description 


(U508 4 6) 4-coumarate : coei 


Seq. No. 


298683 


Seq. ID 


LIB3151-028-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


239 


E value 


4.0e-20 


Match length 


91 


% identity 


58 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


298684 


Seq. ID 


LIB3151-028-Q1-K1-G10 


Method 


BLASTX • 


NCBI GI 


gl41597 


BLAST score 


187 


E value 


2.0e-14 


Match length 


69 


% identity 


57 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72314_pir ZIZM3 19K 




>gi_2 2 5 4 5_emb_CAA2 4 7 2 8_ 




[Zea mays] 


Seq. No. 


298685 


Seq. ID 


LIB3151-029-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g!21472 


BLAST score 


218 . 


E value 


4.0e-18 


Match length 


52 


% identity 


81 



KD) (CLONE A30) 

zein precursor (clone A30) - iru 
(V01481) reading frame zein [2] 



NCBI Description 



GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 



41961 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ • (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298686 

LIB3151-029-Q1-K1-A8 

BLASTX 

gl68695 

169 

2.0e-12 

67 

58 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298687 

LIB3151-029-Q1-K1-B11 

BLASTX 

gll84774 

407 

6.0e-40 

96 

81 

(U45856 
GAPC3 [ 



) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298688 

LIB3151-029-Q1-K1-B3 

BLASTX 

gl68701 

348 

5.0e-33 

94 

79 

(M60837) zein [Zea mays] 
298689 

LIB3151-029-Q1-K1-B6 

BLASTX 

g224513 

317 

3.0e-29 

101 

67 

zein M6 [Zea mays] 
298690 

LIB3151-029-Q1-K1-B7 

BLASTN 

g22537 

114 

3.0e-57 

313 

85 

Maize mRNA for zein polypeptide 



(clone M6) 



41962 



Seq. No.. 


298691 




Seq. ID 


LIB3151-029-Q1-K1-B8 




Method 


BLASTX 




IN Vm> O J. VJ X 


cr2832247 




BLAST score 


165 




E value 


2.0e-20 




Match length 


116 




% identity 


54 


* 


NCBI Description 


(AF031569) 22-kDa alpha zeiri 


10 [Zea mays] 


Seq. No. 


298692 




Seq. ID 


LIB3151-029-Q1-K1-C11 




Method 


BLASTN 






y £. £. X 1 J 




BLAST score 


56 




E value 


9.0e-23 




Match length 


96 




% identity 


90 




NCBI Description 


Z.mays mRNA.for alpha -tubulin 




Seq. No. 


298693 




Seq. ID . 


LIB3151-029-Q1-K1-C6 




Method 


BLASTX 




NCBI GI 


gl41608 




BLAST score 


176 . 




E value 


6.0e-24 




Match length 


80 




% identity 


75 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 


(PMS1) >gi_100943_pir J 



zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298694 

LIB3151-029-Q1-K1-D10 

BLASTX 

g224513 

305 

8.0e-28 

111 

65 

zein M6 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298695 

LIB3151-029-Q1-K1-D11 

BLASTN 

gl037129 

251 

1.0e-139 

371 

92 

( gamma- zeinA) =opaque2 modifier {5' region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays=maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298696 

LIB3151-029~r.Ql-Kl-D12 

BLASTX 

g!00925 



41963 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227 

6.0e-19 

86 

47 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 

298697 

LIB3151-029-Q1-K1-D3 

BLASTX 

g419803 

415 

1.0e-40 

144 

60 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

298698 , 

LIB3151-029-Q1-K1-D8 

BLASTX 

gl21472 

324 

5.0e-30 

101 

59 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326j?ir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298699 








Seq. ID 


LIB3151- 


029- 


-Ql 


-K1-E10 


Method . 


BLASTX 








NCBI GI 


g.22220 








BLAST score 


149 








E value 


1.0e-09 








Match length 


63 








% identity 


54 








NCBI Description 


(X55723) 


22 


kD 


zein [Zea 


Seq. No. 


298700 








Seq. ID 


LIB3151- 


029- 


-Ql 


-Kl-Ell 


Method 


BLASTX 








NCBI GI 


gl68691 








BLAST score 


202 








E value 


5.0e-16 








Match length 


61 








% identity 


69 








NCBI Description 


(M29628) 


zein 


[Zea mays] 


Seq. No. 


298701 








Seq. ID 


LIB3151- 


029- 


-Ql- 


-K1-E3 


Method 


BLASTX 








NCBI GI 


gl6073 









41964 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score _ 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 

7.0e-ll 

54 

72 

(X59526) zein protein [Acetabularia mediterranea] 
298702 

LIB3151-029-Q1-K1-F1 

BLASTX 

gl68701- 

217 

1.0e-17 

79 

62 

(M60837) zein [Zea mays] 
298703 

LIB3151-029-Q1-K1-F6 

BLASTX 

g468515 

152 

1.0e-ll 

58 

72 

(X55726) zein [Zea mays] 
298704 

LIB3151-029-Q1-K1-F8 " 

BLASTX 

g!21472 

174 

7.0e-15 

77 

56 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE . REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi 72326 pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298705 

LIB3151-029-Q1-K1-G1 

BLASTX 

gl21472 

329 

1.0e-30 

127 

53 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326jpir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 



298706 



41965 



Seq. ID 


LIB3151-029-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


289 ; 


E value 


4.0e-26 


Match length 


81 


% identity 


74 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 100943_pir S15655 




.zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582) 19* kDa 




zein [Zea mays] - 


Seq. No. 


298707 


Seq. ID 


LIB3151-029-Q1-K1-H8 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


86 


E value 


1.0e-40 


Match length 


238 . 


% identity 


84 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


298708 


Seq. ID 


LIB3151-030-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


336 


E value 


1.0e-31 


Match length 


98 


% identity 


79 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 




>gi 72311_pir ZIZM2 19K zein precursor (clone A20) - maize 




>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 


Seq. No. 


298709 


Seq. ID 


LIB3151-030-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl4i605 


BLAST score 


282 


E value 


2 . 0e-25 


Match length 


85 


% identity 


73 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 




>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 




maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 


Seq. No. 


298710 


Seq. ID 


LIB3151-030-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl00938 


BLAST score 


261 


E value 


1.0e-22 


Match length 


104 


% identity 


54 


NCBI Description 


zein precursor - maize >gi_22442_emb_CAA32513_ (X14335) 




zein precursor (AA -21 to 90) [Zea mays] 


Seq. No. 


298711 



41966 



Seq. ID 


LIB3151-030-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g629861 




273 


E value 


3.0e-24 


Match length 


72 


% identity 


74 


NCBI Description 


zein Zdl, 19K - maize 




zein Zdl {19 kDa zein; 


Seq. No. 


298712 


Seq. ID 


LIB3151-030-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


a!6073 


BLAST score 


371 


E value 


1.0e-35 


Match length 


112 


% identity 


66 


NCBI Description 


(X59526) zein protein 


Seq. No. 


298713 


Seq. ID 


LIB3151-030-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


al6073 


BLAST score 


205 


E value 


. 3.0e-16 


Match length 


104 


% identity 


51 


NCBI Description 


(X59526) zein protein 


Seq. No. 


298714 


Seq. ID 


LIB3151-030-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


147 


E value 


4.0e-21 


Match length 


99 


% identity 


57 


NCBI Description 


ZEIN-ALPHA PRECURSOR 




zein, 19K - maize >gi 




zein [Zea mays] 



[Zea mays] 



S15655 



Seq. . No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



298715 

LIB3151-030-Q1-K1-E9 

BLASTX 

gl68691 

402 

3.0e-39 

123 

68 

(M29628) zein [Zea mays] 
298716 

LIB3151-030-Q1-K1-F10 

BLAST N 

gl68690 

74 



41967 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-33 

242 

83 

Maize zein mRNA, complete cds, 
298717 

LIB3151-030-Q1-K1-H11 

BLASTN 

g!037129 

95 

3.0e-46 

200 

92 

( gamma - 
Tuxpeno 



clone ZG124 



zeinA) =opaque2 modifier {5 1 region} [Zea mays=maize, 
CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298718 

LIB3151-031-Q1-K1-B7 

BLASTN 

gl68685 

191 

1.0e-103 

327 , 
91 

Maize 22 kd (Mw=26.99 kd) zein protein 3, mRNA 

**> . . • 

298719 ' 

LIB3151-031-Q1-K1-D1 

BLASTX 

gl41605 

554 

5.0e-57 

135 

85 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298720 

LIB3151-031-Q1-K1-D4 

BLASTX 

gl21472 

232 

2.0e-19 

71 

61 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298721 

LIB3151-031-Q1-K1-D5 

BLASTX 

g2832243 



41968 



BLAST' score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
. Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



252 

l.Oe-21- 

95 

59 

(AF031569) 22-kDa alpha zein 4 



[Zea mays] 



298722 

LIB3151-031-Q1-K1-E5 

BLASTX 

gl41600 

226 

2.0e-38 

138 

67 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315__pir ZIZMB1 19K zein precursor (clone CZ19B1) ■ 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

298723 

LIB3151-031-Q1-K1-F7 

BLASTX 

gl68699 

158 

1.0e-10 

55 

67 

(M60836) zein [Zea mays] 



298724 

LIB3151-031-Q1-K1-F9 

BLASTN 

g22549 

257 

1.0e-142 

257 

53 

Maize gene for a 27kDa storage protein, 



zein 



298725 

LIB3151-031-Q1-K1-H11 

BLASTN 

g22549 

150 

5.0e-79 

174 

97 

Maize gene for a 27kDa storage protein, 



298726 

LIB3151-033-Q1-K1-A2 

■BLASTX 

gl41605 

202 

6.0e-16 

97 

59 

iZEIN-ALPHA PRECURSOR 



zein 



(19 KD) (CLONE 19C2) 



41969 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298727 

LIB3151-033-Q1-K1-A3 

BLASTN 

g4582786 

94 

1.0e-45 

178 

88 

Zea mays mRNA for adenosine kinase, putative 
298728 

LIB3151-033-Q1-K1-A4 

BLASTN 

g2832242 

268 

1.0e-149 

460 
14 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
298729 

LIB3151-033-Q1-K1-B1 

BLASTX 

g22216 

322 

8.0e-30 

101 

67 

(X55722) 22kD zein [Zea mays] 
298730 

LIB3151-033-Q1-K1-B2 
BLASTX 

g2832243 - 
344 

2.0e-32 

102 

73 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
298731" 

LIB3151-033-Q1-K1-B3 

BLASTX 

g2832243 

237 

2.0e-23 

78 

77 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
298732 

LIB3151-033-Q1-K1-B7 

BLASTX 

gl41614 



41970 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



160 

3.0e-ll 

61 

61 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662jdr B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 



Seq. No. 


298733 


Seq. ID 


LIB3151-033-Q1-K1-C2 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


95 


E value 


2.0e-46 


Match length 


163 


% identity 


19 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete 


Seq. No. 


298734 


Seq. ID 


LIB3151-033-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g!41605 


BLAST score 


386 


E value 


2.0e-37 


Match length 


94 


% identity 


83 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 



>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) • 

maize >gi_JL68680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


298735 




Seq. ID 


LIB3151-033-Q1 


-Kl-El 


Method 


BLASTX 




NCBI GI 


gl68697 




BLAST score 


150 




E value 


8.0e-10 




Match length 


44 




% identity 


77 




NCBI Description 


(M60835) zein 


[Zea mays] 


Seq. No. 


298736 




Seq. ID 


LIB3151-033-Q1 


-K1-F5 


Method 


BLASTN 




NCBI GI 


g22549 




BLAST score 


70 




E value 


2.0e-31 




Match length 


130 




% identity 


88 




NCBI Description 


Maize gene for 


a 27 kDa s 


Seq. No. 


298737 




Seq. ID 


LIB3151-034-Q1- 


-K1-C12 


Method 


BLASTX 




NCBI GI 


gl41617 




BLAST score 


287 




E value 


4.0e-26 





zein 



41971 



Match length 
% identity * 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



85 
66 

ZEIN-BETA PRECURSOR {ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi 100945 pir B29017zein 2 - maize 
>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

298738 - 

LIB3151-035-Q1-K1-B12 

BLASTX . 

gl00940 

211 

5.0e-17 

79 

62 

zein zAl - maize 
298739 

LIB3151-035-Q1-K1-B5 

BLASTX 

gl68664 

144 

2.0e-14 

101 

50 

(M13507) zein protein precursor [Zea mays] 
298740 

LIB3151-035-Q1-K1-C10 

BLASTX 

gl00925 

175 

1.0e-12 

65 
52 

zein, 27K - maize (fragment) >gi_22550_emb__CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 

298741 

LIB3151-035-Q1-K1-C7 

BLASTX 

gl21472 

217 

2.0e-17 

127 

41 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298742 

LIB3151-035-Q1-K1-E9 
BLASTX 



41972 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . - * 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



gl41615 
368 

2.0e-35 

110 

72 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE P222.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 

298743 

LIB3151-035-Q1-K1-F12 

BLASTX 

gl41605 

277 

6.0e-25 

69 

83 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>giJ72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298744 

LIB3151-035-Q1-K1-F3 

BLASTX 

g3023275 

393 

1.0e-46 
135 - 
67 

ALPHA-GLUCOSIDASE PRECURSOR (MALTASE) 

>gi_2130027_pir S65057 alpha-glucosidase (EC 3.2.1.20) - 

barley >gi_944901 (U22450) alpha-glucosidase [Hordeum 
vulgar e] 

298745 

LIB3151-035-Q1-K1-G4 

BLASTN 

g22447 

62 

1.0e-26 

169 

85 

Zea mays ZMPMS2 gene for 19 kDa zein protein 
298746 

LIB3151-035-Q1-K1-G6 

BLASTX 

gl41615 

221 

3.0e-18 

71 

72 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 

298747 

LIB3151-035-Q1-K1-H1 
BLASTN 



41973 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22100 
54 

1.0e-21 

82 

91 

Z.mays 27kDa zein locus DNA 
298748 

LIB3151-035-Q1-K1-H9 

BLASTX 

g224513 

155 

1.0e-10 

63 

57 

zein M6 [Zea mays] 





Seq. No. 


298749 




Seq. ID 


. LIB3151-037-Q1-K1-A11 




Method 


BLASTX 


•rn 


NCBI GI 


g2832243 


fn 


BLAST score 


233 


JE 


E value 


2.0e-19 




Match length 


84 


5 - 


% identity 


62 




NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 




Seq. No. 


298750 




Seq. ID 


LIB3151-037-Q1-K1-A3 




Method 


BLASTX 




NCBI GI 


g419803 




BLAST score 


182 




E value 


5.0e-14 




Match length 


45 




% identity 


78 




NCBI Description 


zein protein - maize >gi_168705 (M72708) zein 



mays] 



Seq. No. 


298751 


Seq. ID 


LIB3151-037-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


g22537 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


61 


% identity 


90 


NCBI Description 


Maize mRNA for zein polypeptide (clone M6) 


Seq. No. 


298752 


Seq. ID 


LIB3151-037-Q1-K1-B5 


Method . 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


485 


E value 


6.0e-49 


Match length 


129 


% identity 


83 


NCBI Description 


ZEIN- ALPHA PRECURSOR (19 KD) (CLONE A20) 



41974 



>gi_72311_pir ZIZM2 19K zein precursor (clone. A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



- maize 







Seq. ID 


LIB3151-037-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


340 


E value 


4.0e-32 


Match length 


101 


% identity 


74 


NCBI Description 


(X59526) zein protein 


Seq. No. 


298754 


dorr T D 

oeq. iu 


JjJ-DjJ. J± UJ i \^± L\± \^\) 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


296 


E value 


6.0e-37 


Match length 


130 


% identity 


65 


NCBI Description 


zein Zdl, 19K - maize 




zein Zdl (19 kDa zein 


Seq. No. 


298755 




T.TR^T 51 -0*^7-01 — FC1 -Ffi 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


87 


% identity 


37 


NCBI Description 


zein protein - maize : 




mays] 


Seq. No. 


298756 


Seq.' ID 


LIB3151-037-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


176 


E value 


7.0e-13 


Match length 


86 


% identity 


44 


NCBI Description 


GLUTELIN 2 PRECURSOR 



>gi_535020_emb_CAA47639_ (X67203) 
■ [Zea mays] 



L_168705 (M72708) zein protein [Zea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326j?ir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 

[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298757 

LIB3151-037-Q1-K1-F8 

BLASTX 

g482985 

164 

9.0e-12 % 
57 



41975 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 - 

chitinase (EC 3.2.1.14) precursor - maize (fragment) 
298758 

LIB3151-037-Q1-K1-G1 

BLASTX 

gl41608 

301 

4.0e-31 

137 

56 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943j?ir S15655 

zein, 19K - maize >gi_22446_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 

298759 

LIB3151-037-Q1-K1-G12 

BLASTX 

gl68701 

269 

1.0e-23 

76 

76 

(M60837) zein [Zea mays] 



298760 

LIB3151-037-Q1-K1-H8 

BLASTX 

g419803 

273 

1.0e-24 

64 

84 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298761 

LIB3151-038-Q1-K1-A4 

BLASTX 

g72307 

334 

3.0e-31 

109 

67 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

298762 

LIB3151-038-Q1-K1-B5 

BLASTN 

gl037129 

114 

2.0e-57 

326 

84 

( gamma- zeinA) =opaque2 modifier {5 1 region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



41976 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298763 

LIB3151-038-Q1-K1-E7 

BLASTN 

gl68681 

71 

1.0e-31 
231 

83 . . . 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 

298764 

LIB3151-038-Q1-K1-F1 

BLASTX 

g4510430 

254 

8.0e-22 

70 

67 

(AC006929) unknown protein, 3 f partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI.GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



298765 

LIB3151-038-Q1-K1-G2 

BLASTX 

g50'8545 

413 

2.0e-40 

99 

81 

(L34340) zein [Zea mays] 
298766 

LIB3151-038-Q1-K1-G3 

BLASTN 

gl68484 

203 

1.0e-110 

367 

89 

Maize endosperm glutelin-2 gene, 



complete cds 



298767 

LIB3151-038-Q1-K1-H2 

BLASTX 

g2832243 

431 

2.0e-42 
128 

73. 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
298768 

LIB3151-039-Q1-K1-B8 

BLASTN 

gl8053 



41977 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

7.0e-17 

66 ' 
92 

C. lacryma-jobi L. mRNA for gamma-coixin (22KDa) 



298769 

LIB3151-039-Q1-K1-C3 

BLASTN 

gl037129 

309 

1.0e-173 

375 

95 

(gamma-zeinA) =opaque2 modifier {5' region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays=maize, 



Seq. No. 


298770 


Seq. ID 


LIB3151-039-Q1-K1-D9 * 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


174 


E value 


3.0e-93 


Match length 


294 


% identity 


90 


NCBI Description 


Maize endosperm glutelin-2 


Seq. No. 


298771 


Seq. ID 


LIB3151-039-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g584706 


BLAST score 


191 


E value 


7.0e-15 


Match length 


38 


% identity 


100 


NCBI Description 


ASPARTATE AMINOTRANSFERASE 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_jpir JC5124 aspartate' transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 

298772 

LIB3151-039-Q1-K1-E7 

BLASTX 

gl41614 

220 

5.0e-18 

96 

52 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

298773 

LIB3151-039-Q1-K1-F6 

BLASTX 

gl41597 



41978 



BLAST score * 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



249 

2.0e-24 

103 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

298774 

LIB3151-039-Q1-K1-F9 

BLASTX 

gl41600 

161 

3.0e-ll 

51 
69 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>giJ72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

298775 

LIB3151-039-Q1-K1-G2 

BLASTX 

g2827712 

206 

3.0e-16 

82 

51 

(AL021684) endoxyloglucan tranf erase-like protein 
[Arabidopsis thaliana] 

298776 

LIB3151-039-Q1-K1-G9 

BLASTX 

gl41603 

200 

1.0e-20 

103 

56 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

298777 

LIB3151-039-Q1-K1-H4 

BLASTN 

gl68679 

57 

1.0e-23 

120 

88 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds . 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 

298778 

LIB3151-039-Q1-K1-H7 



41979 



Method 


BLASTN 


MpDT (IT 




BLAST score 


111 


E value 


9.0e-56 


Match length 


175 


% identity 


91 


NCBI Description 


Zea mays starch synthase DULL1 


Seq. No. 


298779 


Seq. ID 


LIB3151-039-Q1-K1-H9 


Method 


BLASTN 




gzz d ft :? , 


BLAST score 


241 


E value 


1.0e-133 


Match length 


279 


% identity 


97 


NCBI Description 


Maize gene for a 27kDa storage ] 


Seq. No. 


298780 


Seq. ID 


LIB3151-040-Q1-K1-B4 


Method 


BLASTN 


VIPOT r»T 
JNUtJi. \3± 


rrl £R £Q ^ 

gi Do 00 0 


BLAST score 


63 


E value 


6.0e-27 


Match length 


119 


% identity 


88 


NCBI Description 


Maize 22 led (Mw=26.99 kd) zein ] 


Seq. No. 


298781 


Seq. ID 


LIB3151-040-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g419803 


DLtAoi score 




E value 


2.0e-10 


Match length 


51 


% identity 


67 


NCBI Description 


zein protein - maize >gi_168705 




mays] 


Seq. No. 


298782 


Seq. ID 


LIB3151-040-Q1-K1-E6 


Method 


BLASTX 


IN D ± 1 


gzo J^^*l 3 


BLAST score 


209 


E value 


3.0e-17 


Match length 


58 


% identity 


78 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 


Seq. No. 


298783 


Seq. ID 


LIB3151-040-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


362 


E value 


1.0e-34 


Match length 


115 


% identity 


66 



41980 



NCBI Description zein protein 
mays] 



maize >gi_168705 (M72708) zein protein [Zea 



Seq. ' No . 


298784 


Seq. ID 


LIB3151-040-Q1-K1-G7 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


38 


E value 


6.0e-12 


Match length - 


86 


% identity 


86 


NCBI Description 


Maize endosperm glutelin-2 


Seq. No. 


298785 


Seq. ID 


LIB3151-040-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


57 


E value 


2.0e-23 


Match length 


127 


% identity 


10 


*NCBI Description 


Zea mays 22-kDa alpha zein 


Seq. No. 


298786 


Seq. ID 


LIB3151-040-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


168 


E value 


7.0e-12 


Match length 


97 


% identity 


41 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN- 



gene, complete cds 



(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>giJ72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298787 


Seq. ID 


LIB3151-041-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2655029 


BLAST score 


636 


E value . 


8.0e-67 


Match length 


113 


% identity 


100 


NCBI Description 


(AF019296) starch synthase isoform 


Seq. No. 


298788 


Seq. ID 


LIB3151-041-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


g22215 


BLAST score 


46 


E value 


8.0e-17 


Match length 


54 


% identity 


96 


NCBI Description 


Z.mays ZSF4C1 gene for zein 



41981 



• 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298789 

LIB3151-041-Q1-K1-C3 

BLASTX 

g508545 

175 

9.0e-13 

66 

55 

(L34340) zein [Zea mays]. 
298790 

LIB3151-041-Q1-K1-D5 

BLASTX 

gl00925 

168 

7.0e-12 

42 

64 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 

298791 

LIB3151-041-Q1-K1-E1 

BLASTN * 

g625147 

97 

3.0e-47 

345 

83 

Zea mays protein disulfide isomerase (pdi) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298792 

LIB3151-041-Q1-K1-E3 

BLASTX 

gl21472 

151 

2.0e-10 

55 

53 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2 ) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514 ) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298793 

LIB3151-041-Q1-K1-F12 

BLASTN ■ 

gl68484 

273 

1.0e-152 

377 

94 

Maize endosperm glutelin-2 gene, 



complete cds 



41982 



Seq. No. 


298794 


Seq. ID 


LIB3151-041-Q1-K1-F9 


Method sr ' 


BLASTX 


IN \s D J. VJ -L 


al41615 


BLAST score 


173 


E value 


1.0e-12 


Match length 


83 


% identity 


49 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 




>gi_22536_emb_CAA24727_ . 


Seq. No. 


298795 


Seq. ID 


LIB3151-041-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


436 


E value 


3.0e-43 


Match length 


119 


% identity 


77 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72311 pir ZIZM2 19K 




>gi_2 252 9_emb_CAA2 4 7 2 3_ 


Seq. No. 


298796 


Seq. ID 


LIB3151-041-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


205 


E value 


3.0e-16 


Match length 


87 


% identity 


52 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


298797 


Seq. ID 


LIB3151-042-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3426039 


BLAST score 


513 


E value 


3.0e-52 


Match length 


126 


% identity 


71 


NCBI Description 


(AC005168) unknown prote: 


Seq. No. 


298798 


Seq. ID 


LIB3151-042-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


170 


E value 


4.0e-12 


Match length 


47 


% identity 


72 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



KD) (CLONE PZ22.3) 
(V01480) zein protein 3 [Zea mays] 



(CLONE A20) 



- maize 



) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 



298799 



41983 



Seq. ID 


LIB3151-042-Q1-K1-G11 


Method 


BLASTN 


MfDT (IT 


al68665 


BLAST score 


88 


E value 


4.0e-42 


Match length 


95 


% identity 


98 


NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 


Seq. No. 


298800 


Seq. ID 


■LIB3151-043-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl00925 




1 6fi 


E value 


4.0e-12 


Match length 


51 


% identity 


63 


NCBI Description 


zein, 27K - maize (fragment) >gi_22550 




(X58197) 27kDa storage protein, zein [ 


Seq. No. 


298801 


Seq. ID 


LIB3151-043-Q1-K1-B4 


Method 


BLASTN , 


NCBI GI 


gl68679 






E value 


1.0e-24 


Match length 


186 


% identity 


85 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19C2, 


>gi_270687_gb_I03334_ Sequence 9 from 


Seq. No. 


298802 


Seq. ID 


LIB3151-043-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl707924 


BLAST score 


141 


E value 


3.0e-09 


Match length 


55 



complete cds. 
Patent US 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

GLUCOSE-1-PHOSPHATE ADENYLYLTRANS FERASE LARGE SUBUNIT 1 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) (ALPHA-D-GLUCOSE-1-PHOSPHATE 
ADENYL TRANSFERASE) (SHRUNKEN-2) >gi_1947182 (M81603) 

shrunken- 2 [Zea mays] >gi_444329_prf .1906378A ADP glucose 

pyrophosphorylase [Zea mays] 

298803 

LIB3151-043-Q1-K1-D2 

BLASTX 

g419803 

216 

1.0e-17 

89 

52 

zein:protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 



41984 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.298804 

LIB3151-043-Q1-K1-D4 

BLASTX 

g584706 

222 

3.0e-18 

87 
54 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298805 

LIB3151-043-Q1-K1-E1 

BLASTX 

gl41617 

393 

3.0e-38 

109 

66 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi 100945 pir- B29017 zein 2 - maize 
>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 





Seq. No. 


298806 




Seq. ID 


LIB3151-043-Q1-K1-E4 




Method 


BLASTN 




NCBI GI 


gl68484 




BLAST score 


34 




E value 


6.0e-10 




Match length 


90 




% identity 


84 




NCBI Description 


Maize endosperm glutelin- 




Seq. No. 


298807 




Seq. ID ' 


LIB3151-043-Q1-K1-E6 




Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


109 




E value 


2.0e-54 




Match length 


164 




% identity 


93 




NCBI Description 


Maize Zc2 gene for zein : 




Seq. No. 


298808 




Seq. ID 


LIB3151-043-Q1-K1-E8 




Method 


BLASTX 




NCBI GI 


gl41597 




BLAST score 


245 




E value 


6.0e-21 




Match length 


66 




% identity 


76 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



>gi_72314_pir_ 



) (CLONE A30) 
ZIZM3 19K zein precursor (clone A30) 



- maize 



41985 



>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] i 





c. ^ 0 w \J ^ 


Seq. ID 


LIB3151-044-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl41610 


BLAST score 


217 


E value 


4.0e-18 


Match length 


55 


% identity 


82 


NCBI Description 


ZEIN-ALPHA PRECURSOR 


Seq. No. 


298810 


Seq. ID 


LIB3151-044-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


gl037129 


BLAST score 


40 


E value 


1.0e-13 


Match length 


117 


% identity 


82 


NCBI Description 


{ gamma- zeinA) =opaque2 




Tuxpeno CMS 450, mRNA 



Seq. No. 


298811 


Seq. ID 


LIB3151-044-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g829147 


BLAST score 


111 


E value 


1.0e-55 


Match length 


167 


% identity 


92 


NCBI Description 


Z.mays gene for cyclophilin 


Seq. No. 


298812 


Seq. ID 


LIB3151-044-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


275 


E value 


9.0e-25 


Match length 


81 


% identity 


70 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72314_jpir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

298813 

LIB3151-044-Q1-K1-C2 

BLASTN 

gl68681 

139 

2.0e-72 

249 

90 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



41986 



Seq. No. 


298814 


Seq. ID 


LIB3151-044-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl00939 


BLAST score 


215 


E value 


2.0e-17 


Match length 


67 


% identity 


69 


NCBI Description 


zein precursor - maize 


Seq. No. 


298815 


Seq. ID 


LIB3151-044-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


179 


E value 


2.0e-22 


Match length 


131 


% identity 


55 


NCBI Description 


ZEIN-ALPHA PRECURSOR C 




zein, 19K - maize >gi_; 




zein [Zea mays] 


Seq. No. 


298816 


Seq. ID 


LIS3151-044-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


301 


E value 


2.0e-27 


Match length 


110 


% identity 


63 



(PMS1) >gi_100943_pir S15655 

imb CAA37651 (X53582) 19 kDa 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



298817 

LIB3151-044-Q1-K1-F2 

BLASTX - 

gl41608 

306 

4.0e-28 

102 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

298818 

LIB3151-044-Q1-K1-G2 

BLASTX 

gl41600 

181 

1.0e-13 

49 

82 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



41987 



Seq. No. 


298819* 


Seq. ID 


LIB3151-044-Q1-K1-G4 


11C L11UU 


BLASTX 


NCBI GI 


g22216 


BLAST score 


163 


E value 


8.0e-12 


Match length 


46 


% identity 


78 


NCBI Description 


(X55722) 22kD 2ein [Zea mays] 


Seq. No. 


298820 


Seq. ID 


LIB3151-045-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl41607 




290 


E value 


4.0e-26 


Match length 


114 


% identity 


58 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE P! 




>gi 22521 emb CAA24718 (V01471) zein 




(J01244) zein 19 kd protein (partial) 


Seq. No. 


298821 


Seq. ID 


LIB3151-045-Q1-K1-B2 


Mpfhod 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


76 


E value 


1.0e-34 


Match length 


208 


% identity 


92 


NCBI Description 


Zea mays zein protein gene, complete < 


Seq. No. 


298822 


Seq. ID 


LIB3151-045-Q1-K1-C11 




RT.A^TX 


NCBI GI 


g2642163 


BLAST score 


345 


E value 


1.0e-32 


Match length 


93 


% identity 


67 


NCBI Description 


(AC003000) hypothetical protein [Arab. 


Seq. No. 


298823 


Seq. ID 


LIB3151-045-Q1-K1-C3 




RT.A^TX 


NCBI GI 


gl68699 


BLAST score 


244 


E value 


8.0e-21 


Match length 


72 


% identity 


71 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


298824 


Seq. ID 


LIB3151-045-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g82660 



[Zea mays] 



>gi__168 672 



41988 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216 

i.0e-17 

100 

53 

19K zein precursor (clone ZG31A) -.maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 

298825 

LIB3151-045-Q1-K1-C5 

BLASTX ■ ' 

g72307 

163 

3.0e-ll 

75 

52 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ■ ID 
Method 



298826 

LIB3151-045-Q1-K1-D8 

BLASTX 

gll4974 

165 

2.0e-ll 

52 
60 

NON-CYANOGENIC B ETA- GLUCOS I DAS E PRECURSOR 

>gi_67491_pir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058.1_ (X56734) beta-glucosidase 
[Trifolium repens] 

298827 

LIB3151-045-Q1-K1-F2 

BLASTX 

g224508 

214 

1.0e-17 

57 

87 

zein A20 [Zea mays] 
298828 

LIB3151-045-Q1-K1-G6 . 

BLASTX 

g!705678 

321 

8.0e-30 

78 

83 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi__8 62480 (U20213) 
valosin-containing protein [Glycine max] 

298829 

LIB3151-045-Q1-K1-H6 . 
BLASTX 



41989 







BLAST score 


231 


E value 


2.0e-19 


Match length 


62 


% identity 


73 


NCBI Description 


(X79566) cinnamoyl-CoA reductase [Eucalyptus gunni 


Seq. No. 


298830 


Seq. ID 


LIB3151-046-Q1-K1-C4 


Method 


BLASTX 






BLAST score 


438 


E value 


2.0e-43 


Match length 


132 


% identity 


69 


NCBI Description 


(AC005499) unknown protein [Arabidopsis thaliana] 


Seq. No. 


298831 


Seq. ID 


LIB3151-046-Q1-K1-D5 


Method 


BLASTX 


MPDT {IT 

IN D J. Ul 




BLAST score 


165 


E value 


5.0e-21 


Match length 


87 


% identity 


72 


NCBI Description 


(X55661) 22 JcD zein- [Zea mays] 


Seq. No. 


298832 


Seq. ID 


LIB3151-046-Q1-K1-F1 


Method 


BLASTX 




UlUUO / 1*1 


BLAST score 


478 


E value 


3.0e-48 


Match length 


92 


% identity 


97 


NCBI Description 


(AF034946) ubiquitin conjugating enzyme [Zea mays] 


Seq. No. 


298833 


Seq. ID 


LIB3151-046-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl68681 






E value 


3.0e-33 


Match length 


160 


% identity 


86 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds 




>gi_270686_gb_I03333_ Sequence 8 from Patent US 


Seq. No. 


298834 


Seq. ID 


LIB3151-04 6-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


337 


E value 


1.0e-31 


Match length - 


100 * 


% identity 


67 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 



41990 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

298835 

LIB3151-04 6-Q1-K1-G11 

BLASTX 

g224514 

310 

2.0e-28 

62 

98 

zein M8 [Zea mays] 
298836 

LIB3151-04 6-Q1-K1-G7 

BLASTX 

gl00925 

185 

4.0e-14 

72 

44 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27JcDa storage protein, zein [Zea mays] 

298837 

LIB3151-04 6-Q1-K1-H11 

BLASTX 

gl41608 

178 

2.0e-13 

63 

63 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

298838 

LIB3151-047-P1-K1-D1 

BLAST N 

gl68696 

60 

3.0e-25 

92 

91 

Z.mays zein mRNA, 3' end 
298839 

LIB3151-047-P1-K1-D4 

BLASTN 

g22549 

197 

1.0e-107 

337 

90 

Maize gene for a 27kDa storage protein, zein 



41991 





Seq. No. 


298840 




Seq. ID 


LIB3151-047-P1-K1-D6 




Method 


BLASTX 




NCBI GI 


gl41597 




BLAST score 


488 




Ci VOX LLC 


2 . Oe-50 




Match length 


142 




% identity 


77 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) ( CLONE A30) 






>gi 72314_pir ZIZM3 19K zein precursor (clone A30) ■ 






>gi_22545_emb_CAA24728_ (V01481) reading frame zein 






[Zea mays] 




Seq. No. 


298841 




Seq. ID 


LIB3151-047-P1-K1-F2 










NCBI GI 


g!68690 




BLAST score 


77 . .. 


yy 


E value 


3.0e-35 


iTTI 
: 


Match length 


173 


£5,5 


% identity 


87 




NCBI Description 


Maize zein mRNA, complete cds, clone ZG124 




Seq. No. 


298842 




Seq. ID * 


LIB3151-047-P1-K1-F6 


1^ 
•cr - 




RT.A9TN 




NCBI GI 


g22537 


= : 


BLAST score 


81 




E value 


9.0e-38 


^ : 
■=? 


Match length 


117 


jMi 


% identity 


58 




NCBI Description 


Maize mRNA for zein polypeptide (clone M6) 




Seq. No. 


298843 


•=s=- 


Seq. ID 


LIB3151-047-P1-K1-G12 




Method 


BLASTX 




NCBI GI 


gl41609 






1 

J. -/J 




E value 


5.0e-15 




Match length 


112 




% identity 


46 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi 100944 pir ! 






zein, 19K - maize >gi_22448_emb_CAA41543_ (X58700) 1! 






zein [Zea mays] 




Seq. No. 


298844 




Seq. ID 


LIB3151-047-P1-K1-H10 




Method 


BLASTX 




NCBI GI 


gl6073 




BLAST score 


293 




E value 


1.0e-26 




Match length 


104 




% identity 


64 




NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 



maize 



Seq. No. 



298845 



41992 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-048-P1-K1-A1 

BLASTX 

g2832247 

274 

2.0e-24 

101 

61 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
298846 

LIB3151-048-P1-K1-A12 

BLASTN 

g22516 

150 

8.0e-79 

298 

88 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
298847 

LIB3151-048-P1-K1-B7 

BLASTN 

g22516 

92 

2.0e-44 

168 

90 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



298848 

LIB3151-048-P1-K1-B9 

BLASTN 

gl68573 

93 

5.0e-45 

183 

93 

Zea mays tryptophan synthase beta-subunit 
complete cds 



(TSB2) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298849 

LIB3151-048-P1-K1-C6 

BLASTX 

gl00940 

166 

1.0e-ll 

74 

49 

zein zAl - maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



298850 

LIB3151-048-P1-K1-C7 

BLASTX 

g2832243 

183 

7.0e-14 
54 



41993 



% identity 


72 


NCBI Description 


(AF031569) 22-kDa alpha : 


Seq. No. 


298851 


Seq. ID 


LIB3151-048-P1-K1-D5 - 


Method 


BLASTN 


NCBI GI 


a22516 


BLAST score 


133 


E value 


1.0e-68 


Match length 


303 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein ! 


Seq. No. 


298852 


Seq. ID 


LIB3151-048-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


.135 


E value 


6.0e-70 


Match length 


159 : 


% identity 


96 


NCBI Description 


Maize endosperm glutelin- 


Seq. No. 


298853 


Seq. ID 


LIB3151-048-P1-K1-F11 


Method 


BLASTX - 


NCBI GI 


gl41605 


BLAST score 


224 


E value 


2.0e-18 


Match length 


95 


% identity 


55 


NCBI Description 


ZEIN- ALPHA PRECURSOR (19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72312_j)ir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298854 

LIB3151-04 8 - PI -Kl - F8 

BLASTX 

g629861 

178 

4.0e-13 

97 

47 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

298855 

LIB3151-048-P1-K1-F9 

BLASTN 

g22447 

61 

5.0e-26 

93 

91 

Zea mays ZMPMS2 gene for 19 kDa zein protein 



Seq. No. 



298856 



41994 



Seq. ID 


LIB3151-048-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


gl68652 


BLAST score 


DO 


E value 


3.0e-29 


Match length 


118 


% identity 


89 


NCBI Description 


Maize amyloplast-specif ic trans. 




locus) , complete cds 


Seq. No. 


298857 


Seq. ID 


LIB3151-048-P1-K1-G5 


Method 


BLASTN 




^rl £Q AO. A 


BLAST score 


76 


E value 


6.0e-35 


Match length 


148 


% identity 


88 


NCBI Description 


Maize endosperm glutelin-2 gene 


Seq. No. 


298858 


Seq. ID 


LIB3151-048-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


giou i o 


BLAST score 


233 


E value 


2.0e-19 


Match length 


112 


% identity 


49 


NCBI Description 


(X59526) zein protein [AcetabuL 


Seq. No. 


298859 


Seq. ID 


LIB3151-048-P1-K1-G9 . 


Method 


BLASTX 


NCBI GI 


g72307 


BLAST score 


IOC 

loo 


E value 


2.0e-28 


Match length 


87 


% identity 


86 


NCBI Description 


22K zein precursor (clone pZ22. 




(J01246) 26.99 kd zein protein 


Seq. No. 


298860 


Seq. ID 


LIB3151-048-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


260 


E value 


1.0e-144 


Match length 


363 


% identity 


93 


NCBI Description 


Maize endosperm glutelin-2 gene 



(waxy; wx+ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298861. 

LIB3151-048-P1-K1-H12 

BLASTX 

gl68701 

427 

3.0e-42 



41995 



Match length 


99 - 


% identity 


89 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


298862 


Seq. ID 


LIB3151-049-P1-K1-A1 


Method 


BLASTN 


MpDT rij 

LN^DX ul 


y c j »j / . 


BLAST score 


89 


E value 


1.0e-42 


Match length 


157 


% identity 


89 


NCBI Description 


Maize mRNA for zein polypeptide (clone M6) 


Seq. No. 


298863 


Seq. ID 


LIB3151-04 9-P1-K1-A10 


Method 


BLASTN 


NPRT f^T 




BLAST score 


39 


E value 


1.0e-12 


Match length 


91 


% identity 


86 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19B1, complete 


Seq. No. 


298864 


Seq. ID 


LIB3151-049-P1-K1-A12 


Method 


BLASTN 


LN ^ D J. ul 


y x oo o uj 


BLAST score 


203 


E value 


1.0e-110 


Match length 


267 


% identity 


94 


NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 


Seq. No. 


298865 


Seq. ID 


LIB3151-049-P1-K1-A3 


Method 


BLASTX 




yiuo / \j x 


BLAST score 


252 


E value 


1.0e-21 


Match length 


111 


% identity 


50 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


298866 


Seq. ID 


LIB3151-04 9-P1-K1-A7 


Method 


BLASTX 


NPRT (IT 


y £. £. *4 *J \J o 


BLAST score 


167 


E value 


8.0e-12 


Match length 


55 


% identity 


69 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


298867 


Seq. ID 


LIB3151-04 9-P1-K1-B10 


Method 


BLASTX 



41996 





NCBI Kj± 


giDoo^y 




BLAST score 


144 




E value 


4.0e-ll 




Match length 


76 




% identity 


63 




NCBI Description 


(M60836) zein [Zea mays] 




Seq. No. 


298868 




Seq. ID 


LIB3151-04 9-P1-K1-B2 




Method 


BLASTX 




NCBI GI 


gl41608 




BLAST score 


150 




E value 


o ft 
c. • U6 lu 




Match length 


65 




% identity 


86 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD; 




zein, 19K - maize >gi_2244 6_ 






zein [Zea mays] 




Seq. No. 


298869 


%? s 


Seq. ID 


LIB3151-04 9-P1-K1-B5 


Co 


Method 


BLASTN 






gzzoi^ 


S 


BLAST score 


37 




E value 


5.0e-12 - 




Match length 


45 


01 


% identity 


96 




NCBI Description 


Maize Zcl gene for Zein Zcl 


jLjj. 


Seq. No. 


298870 




Seq. ID 


LIB3151-04 9-P1-K1-C4 




Method 


BLASTN 


="" : 




«1 £Q A Q A 




BLAST score 


321 


s : 


E value 


0.0e+00 




Match length 


392 




% identity 


95 




NCBI Description 


Maize endosperm glutelin-2 < 




Seq. No. 


298871 




Seq. ID 


LIB3151-049-P1-K1-D12 




Method 


BLASTX 




NCBI GI 


gl41605 




BLAST score 


360 




E value 


a no-^c 
4 . ue—oo 




Match length 


123 




% identity 


73 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD 






>gi 72312_pir ZIZM92 19K zi 






maize >gi_168680 (M12145) l! 




Seq. No. 


298872 




Seq. ID 


LIB3151-04 9-P1-K1-D8 




Method 


BLASTX 




NCBI GI 


g3851003 




BLAST score 


369 




E value 


2.0e-35 



(PMS1) >gi_100943_pir S15655 

mb CAA37651 (X53582) 19 kDa 



(14 kD zein-2) 



complete cds 



(CLONE 19C2) 



[Zea mays] 



41997 





Match length 


81 ™. 




% identity. 


94 




NCBI Description 


(AF069910) pyruvate dehydrogenase El beta subunit isoform : 






[Zea mays] 




Seq. No. 


298873 




Seq. ID 


LIB3151-049-P1-K1-E3 




Method 


BLAST N 










BLAST score 


100 




E value 


6.0e-49 




Match length 


120 




% identity 


96 




NCBI Description 


Maize gene for a 27kDa storage protein, zein 




Seq. No. 


298874 




Seq. ID 


LIB3151-049-P1-K1-E7 




Method 


BLASTN 




NCBI GI 


gl68652 




dJjHoi score 






E value 


7.0e-51 




Match length 


167 




% identity 


91 




NCBI Description 


Maize amylpplast-specif ic transit protein (waxy; wx+ 






locus) , complete cds 


rn 
« = 


Seq. No. 


298875 


s 


Seq. ID 


LIB3151-04 9-P1-K1-F1 


M= 


Method 


BLASTX 




NCBI GI 


g585338 




BLAST score 


247 




E value 


o . ue-Z4 


P 


Match length 


85 




% identity 


74 




NCBI Description 


ADENYLATE KINASE B (ATP -AMP TRANSPHOSPHORYLASE) 




>gi_391879_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryz, 






sativa] 




Seq. No. 


298876 




Seq. ID 


LIB3151-04 9-P1-K1-F6 




Method 


BLASTN 






y 1 DO DDj 




BLAST score 


164 




E value 


2.0e-87 




Match length 


196 




% identity 


96 




NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 




Seq. No. 


298877 




Seq. ID 


LIB3151-049-P1-K1-F9 




Method 


BLASTX 




NCBI GI 


g629861 




BLAST score 


242 




E value 


9.0e-21 




Match length 


84 




% identity 


68 




NCBI Description 


zein Zdl, 19K - maize >gi 535020 emb CAA47639 (X67203) 



41998 



zein Zdl (19 kDa zein) .[Zea mays] 



Seq. No. 


298878 


beq. j.l' 


JjIOjIjI 3 C X A. J. Kjc, 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


69 


E value 


2.0e-30 


Match length 


69 


% identity 


100 


NCBI Description 


Maize mRNA (clone A30 


Seq. No. 


298879 


Seq. ID 


LIB3151-049-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


223 


E value 


2.0e-18 


Match length 


101 


% identity 


45 


NCBI Description 


GLUTELIN 2 PRECURSOR 



for zein (a plant storage protein) 



(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) gluteliri-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298880 


Seq. ID 


LIB3151-049-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


166 


E value 


3.0e-12 


Match length 


78 


% identity 


63 


NCBI Description 


zein Zdl, 19K - maize : 




zein Zdl (19 kDa zein) 


Seq. No. 


298881 


Seq. ID 


LIB3151-050-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


38 


E value 


3.0e-12 


Match length 


98 


% identity 


85 


NCBI Description 


Maize endosperm glutei 


Seq. No. 


298882 


Seq. ID 


LIB3151-050-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g!41601 


BLAST score 


187 


E value 


4.0e-14 


Match length 


106 


% identity 


45 


NCBI Description 


ZEIN-ALPHA PRECURSOR ( 



►gi_5 35 0 2 0_emb_CAA4 763 9_ (X67203) 
[Zea mays] 



-2 gene, complete cds 



(CLONE ,v GZ19ABll) 



41999 



>gi 82657 pir S03417 19K zein precursor (clone gZ19ABll) - 
maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq. No. 


298883 


Seq. ID 


LIB3151-050-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


298884 


Seq. ID 


LIB3151-050-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


248 


E value 


2.0e-21 


Match length 


93 


% identity 


59 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 100943 pir S15655 


zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 




zein [Zea mays] 


Seq. No. 


298885 


Seq. ID 


LIB3151-050-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


219 


E value 


1.0e-120 


Match length 


278 


% identity 


95 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


298886 


Seq. ID 


LIB3151-050-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g266398 


BLAST score 


189 


E value 


7.0e-15 


Match length 


56 


% identity 


62 


NCBI Description 


TRYPSIN/ FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 




INHIBITOR) (CHFI) >gi 68849_pir TIZM1 trypsin/factor Xlla 




inhibitor precursor - maize >gi_22327_emb_CAA37998_ 




(X54064) corn Hageman factor inhibitor [Zea mays] 


Seq. No. 


298887 


Seq. ID 


LIB3151-050-P1-K1-D10 


Method . 


BLASTN 


NCBI GI 


g22549 


BLAST score 


115 


E value 


4.0e-58 


Match length 


131 


% identity 


97 



42000 



NCBI Description 


Maize gene for a 27kDa storage • protein, zein 


Seq. No. 


298888 


Seq. ID 


LIB3151-050-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


144 


E value 


2.0e-14 


Match length 


99 


% identity 


53 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


298889 


Seq. ID 


LIB3151-050-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


308 


E value 


1.0e-173 


Match length 


381 


% identity 


95 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 


Seq. No. 


298890 


Seq. ID 


LIB3151-050-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


gl037i29 . 


RT.AST srorp 

1_J ijn.tj X *J \J ^ G 


58 


E value 


3.0e-24 


Match length 


78 


% identity 


95 


NCBI Description 


(gamma-zeinA)=opaque2 modifier {5 1 region} [Zea 




Tuxpeno CMS 450, mRNA Partial, 1889 nt] 


Seq. No. 


298891 


Seq. ID 


LIB3151-050-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


a2832243 


BLAST score 


211 


E value 


1.0e-24 


Match length 


105 


% identity 


58 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


298892 


Seq. ID 


LIB3151-050-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


al68673 


BLAST score 


119 


E value 


1.0e-60 


Match, length 


143 


% identity 


97 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19B1, complete 


Seq. No. 


298893 


Seq. ID 


LIB3151-050-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


gl68652 



42001 



-Ft 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI~ Description 



107 

4.0e-53 

207 

88 

Maize amyloplast-specif ic transit protein 
locus), complete cds 



(waxy; wx+ 



298894 

LIB3151-050-P1-K1-H6 

BLASTX 

g!00675 

239 

2.0e-20 

59 

78 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) 
precursor - rice >gi_169759 (J04 960) ADP-glucose 
pyrophosphorylase 51kD subunit (EC 2.7.7.27) [Oryza sativa] 

298895 

LIB3151-052-Q1-K1-A2 

BLASTN 

gl037129 

151 

1.0e-79 

158 

99 

( gamma- zeinA) =opaque2 modifier {5' region) [Zea mays=maize, 
Tuxpeno CMS 450/ mRNA Partial, 1889 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match "length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method , 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298896 

LIB3151-052-Q1-K1-A5 

BLASTN 

gl68484 

190 

1.0e-102 

222 

96 

Maize endosperm glutelin-2 gene, complete cds 
298897 

LIB3151-052-Q1-K1-A8 

BLASTN 

g4140643 

118 

9.0e-60 

138 

24 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

298898 

LIB3151-052-Q1-K1-B6 

BLASTN 

g2832242 

91 

1.0e-43 



42002 



• 



• 



Match length 


98 


% identity 


10 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete 


Seq. No. 


298899 


Seq. ID 


LIB3151-052-Q1-K1-B7 


Method 


BLASTN 


MpQT (IT 




BLAST score 


89 


E value 


2.0e-42 


Match length 


139 


% identity 


94 


NCBI Description 


Maize mutant zein (zE19) gene, complete cds 


Seq. No. 


298900 


Seq. ID 


LIB3151-052-Q1-K1-C2 


Method 


BLASTX 


IN^Dl VJ J. 




BLAST score 


339 


E value 


7.0e-32 


Match length 


92 


% identity 


79 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


298901 


Seq. ID 


LIB3151-052-Q1-K1-C9 


Method 


BLASTX 




rrdl ft S^Oft 


BLAST score 


286 


E value 


2.0e-35 


Match length 


91 


% identity 


93 


NCBI Description 


(AF090446) 22-kDa alpha zein protein 21 [Zea mays; 


Seq. No. 


298902 


Seq. ID 


LIB3151-052-Q1-K1-E5 


Method 


BLASTN 


MpRT (IT 


n^747n4 Q 


BLAST score 


58 


E value 


5.0e-24 


Match length 


124 


% identity 


89 


NCBI Description 


Zea mays ribosomal protein L26 mRNA, partial cds 


Seq. No. 


\ • 

298903 


Seq. ID 


LIB3151-052-Q1-K1-E8 


Method 


BLASTN 






BLAST score 


96 


E value 


9.0e-47 


Match length 


124 


% identity 


97 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


298904 


Seq. ID 


LIB3151-052-Q1-K1-F1 


Method 


BLASTN 



42003 





y C. £. -J *4 £. 


BLAST score 


109 


E value 


2.0e-54 


Match length 


182 


% identity 


91 


NCBI Description 


Maize gene for Mr 19000 alpha zein and 5'- 


Seq. No. 


298905 


Seq. ID 


LIB3151-052-Q1-K1-F5 


Method 


BLASTN 


MPRT (1J 
LN^DX \J -L. 


g22549 


BLAST score 


160 


E value 


6.0e-85 


Match length 


181 


% identity 


63 


NCBI Description 


Maize gene for a 27kDa storage protein, zi 


Seq. No. 


298906 


Seq. ID 


LIB3151-052-Q1-K1-G7 


Method 


BLASTN 




y j t \j ^ *j «j 


BLAST score 


104 


E value 


8.0e-52 


Match length 


139 


% identity 


94 


NCBI Description 


Zea mays 10-kDa zein gene, complete cds 


Seq. No. 


298907 


Seq. ID 


LIB3151-054-Q1-K1-A12 


Method 


BLASTN 


MPRT (IT 
LN \* Lj X OX 


g22549 


BLAST score 


61 


E value 


9.0e-26 


Match length 


292 


% identity 


80 


NCBI Description 


Maize gene for a 27kDa storage protein, z 


Seq. No. 


298908 


Seq. ID 


LIB3151-054-Q1-K1-A2 


Method 


BLASTX 


IN O ~L OX 




BLAST score 


203 


E value 


4.0e-16 


Match length 


63 


% identity 


68 


NCBI Description 


(X59526) zein protein [Acetabularia medit 


Seq. No. 


298909 


Seq. ID 


LIB3151-054-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


372 


E value 


9.0e-36 


Match length 


86 


% identity 


91 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 




>gi_72311_pir ZIZM2 19K zein precursor ( 



zein 



- maize 



42004 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 





Seq. No. 


298910 




Seq. ID 


LIB3151-054-Q1-K1-A8 




Method 


BLASTX 




NPRT fit 


al41603 
y x ^ x \j \j w 




BLAST score 


448 




E value 


1.0e-44 




Match length \ 


107 




% identity 


92 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 






>gi 72311_pir ZIZM2 19K zein precursor (clone A20) - mai 






>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 




Seq. No. 


298911 




Seq. ID 


LIB3151-054-Q1-K1-B11 




Method 


BLASTN 




NCBI GI 


g22544 




BLAST score 


124 




E value 


2.0e-63 


tn 


Match length 


272 


GO 


% identity 


87 


3S5S 


NCBI Description 


Maize mRNA (clone A30) for zein (a plant storage protein) 


u 


Seq. No. 


298912 




Sea ID 


LIB3151-054-O1-K1-B8 


m 


Method 


BLASTX 




NCBI GI 


g2832243 




BLAST score 


365 


"„., 


E value 


5.0e-35 




Match length 


106 




% identity 


71 


□ 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Q 
R 


Seq. No. 


298913 




Sea ID 


LIB3151-054-O1-K1-B9 




Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


86 




E value 


1.0e-40 




Match length 


210 




% identity 


85 




NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 




Seq. No. 


298914 




Sea ID 


LIB3151-054-O1-K1-C10 




Method 


BLASTX 




NCBI GI 


gl6073 




BLAST score 


286 




E value 


1.0e-25 




Match length 


108 




% identity 


60 




NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 




Seq. No. 


298915 




Seq. ID 


LIB3151-054-Q1-K1-C2 




Method ~ 


BLASTX 



42005 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2130089 

218 • ' ' 

8.0e-18 

78 

59 

2-oxoglutarate/malate translocator (clone OMT103), 
mitochondrial membrane - proso millet 

>gi_1100743_dbj_BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 





Seq. No. 


298916 




Seq. ID 


LIB3151-054-Q1-K1-C9 




Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


285 




TT wa 1 no 

Hi V Ctl LiC 


1 

1 • UC J. <*J 




Match length 


369 


a — s 


% identity 


95 


yy 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD < 


yi 


Seq. No. 


298917 


Lli 


Seq. ID 


LIB3151-054-Q1-K1-D11 


JC 


Method 


BLASTX 


Pi 


NCBI GI 


g4033424 




BLAST score 


362 




E value 


1.0e-34 


01 


Match length 


84 


S 


% identity 


89 


M= 


NCBI Description 


SOLUBLE INORGANIC PYROPHOSPHATASE ( 


a : 




PHOSPHO-HYDROLASE) (PPASE) >gi_2668 


: ; 




pyrophosphatase [Zea mays] 


o 


Seq. No. 


298918 




Seq. ID 


LIB3151-054-Q1-K1-D9 




Method 


BLASTX 




NCBI GI 


g541546 




BLAST score 


248 




E value 


3.0e-21 




Match length 


101 




% identity 


13 



NCBI Description 



ubiquitin precursor - Volvox carteri 
>gi_395295_emb_CAA52290_ (X74214) polyubiquitin [Volvox 
carteri] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298919 

LIB3151-054-Q1-K1-E11 

BLASTX 

gl41601 

385 

2.0e-37 

120 

68 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



42006 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298920 

LIB3151-054-Q1-K1-E5 

BLASTN 

g984524 

75 

3.0e-34 

250 

86 

Zea mays high-methionine zein DZS18 (dzsl8) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298921 

LIB3151-054-Q1-K1-E8 

BLASTX 

gl41603 

285 

1.0e-25 

103 

66 

ZEIN- ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298922 

LIB3151-054-Q1-K1-E9 

BLASTX 

gl41608 

208 

3.0e-25 

104 

67 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 


298923 


Seq. ID 


LIB3151-054-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g22220 


BLAST score 


234 


E value 


1.0e-19 


Match length 


91 


% identity 


56 


NCBI Description 


(X55723) 22 kD zein [Zea ] 


Seq. No. 


298924 


Seq. ID 


LIB3151-054-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


304 


E value 


7.0^-28 


Match length 


80 


% identity 


78 


NCBI Description 


19K zein precursor (clone 




>gi_8 0 9 1 1 7_emb_CAA2 4 7 2 0_ 


Seq. No. 


298925 



ZG31A) - maize (fragment) 
(V01473) zein [Zea mays] 



42007 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-054-Q1-K1-G8 

BLASTX 

g2735840 

318 

2.0e-29 

116 

57 

(AF010283) ADP-glucose pyrophosphorylase subunit SH2 
[Sorghum bicolor] 





Seq. No. 


298926 




Seq. ID 


LIB3151-054-Q1-K1-H10 




Method 


BLASTX 




NCBI GI 


g419803 




BLAST score 


247 




E value 


4.0e-21 




Match length 


112 





% identity 


46 


u 


NCBI Description 


zein protein - maize >gi_168705 (M72708) zein 






mays] 


E s : 
T=r - 

fn 


Seq. No. 


298927 




Seq. ID 


LIB3151-054-Q1-K1-H12 




Method 


BLASTX 




NCBI GI 


g22220 




BLAST score 


280 


Pi^l ■ 
U 2 


E value 


4.0e-25 


5 


Match length 


70 


l& 


% identity 


80 


La 


NCBI Description 


(X55723) 22 kD zein [Zea mays] 




Seq. No. 


298928 




Seq. ID 


LIB3151-054-Q1-K1-H7 




Method 


BLASTX 




NCBI GI 


g2832246 




BLAST score 


468 




E value 


5.0e-47 




Match length 


120 




% identity 


82 




NCBI Description 


(AF031569) 22-kDa alpha zein 8 [Zea mays] 




Seq. No. 


298929 




Seq. ID 


LIB3151-054-Q1-K1-H8 




Method 


BLASTX 




NCBI GI 


g2832246 




BLAST score 


143 




E value 


2.0e-09 




Match length 


60 




% identity 


58 




NCBI Description 


(AF031569) 22-kDa alpha zein 8 [Zea mays] 




Seq. No. 


298930 




Seq. ID 


LIB3151-055-Q1-K1-C10 




Method 


BLASTN 




NCBI GI 


g22537 




BLAST score 


70 




E value 


5.0e-31 



[Zea 



42008 



: : 5 



n 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
89 

Maize mRNA for zein polypeptide (clone M6) 
298931 

LIB3151-055-Q1-K1-D10 

BLASTN 

g22445 

44 

8.0e-i6 

94 

85 

Zea mays ZMPMS1 gene for 19 kDa zein protein 
298932 

LIB3151-055-Q1-K1-D9 

BLASTX 

gl41608 

265 

3.0e-23 

63 

86 

ZEIN- ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



n 



Seq. No. 


298933 




Seq-. ID 


LIB3151-056-Q1-K1-C11 




Method 


BLASTN 




NCBI GI 


gl68704 




BLAST score 


58 




E value 


4.0e-24 




Match length 


90 




% identity 


91 




NCBI Description 


Zea mays zein protein gene, 


complete cds 


Seq. No. 


298934 




Seq. ID 


LIB3151-057-Q1-K1-A1 




Method 


BLASTX 




NCBI GI 


g2832243 




BLAST score 


230 




E value 


4.0e-19 




Match length 


106 




% identity 


49 




NCBI Description 


(AF031569) 22-kDa alpha zein 


4 [Zea mays] 


Seq. No. 


298935 




Seq. ID 


LIB3151-057-Q1-K1-A12 




Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


ll'O 




E value 


5.0e-55 




Match length 


282 




% identity 


85 




NCBI Description 


Maize Zc2 gene for zein Zc2 


(28 kD glutelin 


Seq. No. 


298936 





42009 



Seq. ID 


LIB3151-057-Q1-K1-A9 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


218 


E value 


1.0e-119 


Match length 


365 


% identity 


90 


NCBI Description 


Maize endosperm glutelin-2 


Seq. No. 


298937 


Seq. ID 


LIB3151-057-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


179 


E value 


3.0e-13 


Match length 


70 


% identity 


50 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN- 



gene, complete cds 



(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298938 


Seq. ID 


LIB3151-057-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


225 


E value 


1.0e-18 


Match length 


93 


% identity 


53 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


298939 


Seq. ID 


LIB3151-057-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g218340 


BLAST score 


45 


E value 


2.0e-16 


Match length 


65 


% identity 


92 


NCBI Description 


Triticum aestivum mRNA for elongation factor 


Seq. No. 


298940 


Seq. ID 


LIB3151-057-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


227 


E value 


1.0e-125 


Match length 


343 


% identity 


92 


NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD zein-2) 


Seq. No. 


298941 


Seq. ID 


LIB3151-057-Q1-K1-D11 


Method 


BLASTX 



42010 



.ass, 

y = 



3 







BLAST score 


370 


E value 


2.0e-35 


Match length 


98 


% identity 


79 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


298942 


Seq. ID 


LIB3151-057-Q1-K1-D12 


Method 


BLASTX 




al68691 

y X \J \J \J -J JL 


BLAST score 


200 


E value 


7.0e-16 


Match length 


60 


% identity 


70 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


298943 


Seq. ID 


LIB3151-057-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


gll84775 


BLAST score 


62 


E value 


1.0e-26 


Match length 


90 


% identity 


92 


NCBI Description 


Zea mays glyceraldehyde- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(gpc4) mRNA, complete cds 
298944 

LIB3151-057-Q1-K1-E11 

BLASTX 

gl41608 

271 

7.0e-24 

114 

55 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

298945 

LIB3151-057-Q1-K1-E3 

BLASTX 

gl542941 

148 

9.0e-10 

70 

47 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
298946 

LIB3151-057-Q1-K1-F2 

BLASTN 

gl037129 

258 

1.0e-143 
304 



42011 



% .;i£ientity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

(gamma-zeinA) -opaque2 modifier {5 1 region} [Zea mays=maize 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

298947 

LIB3151-057-Q1-K1-F5 

BLASTX 

g2130065 

146 

3.0e-09 

90 

42 

alpha-globulin precursor - rice >gi_1783206_dbj_BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 

298948 

LIB3151-057-Q1-K1-G11 

BLASTX 

g!68701 

316 

3.0e-29 

79 

82 

(M60837) zein [Zea mays] 
298949 

LIB3151-057-Q1-K1-H11 

BLASTN 

g22516 

155 

8.0e-82 

279 

89 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



298950 

LIB3151-057-Q1-K1-H12 
BLASTN 
g508544 
43 

6.0e-15 

162 

81 

Zea mays 24-kD alpha-zein gene (floury2), complete cds 
298951 

LIB3151-058-Q1-K1-B11 

BLASTX 

g99688 

317 

2.0e-29 

72 

88 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_295789_emb__CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 



42012 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298952 

LIB3151-058-Q1-K1-C11 

BLASTX 

g451193 

143 

9.0e-20 

87 

63 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 



Seq. No. 


298953 


Seq. ID 


LIB3151-058-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g62986l 


BLAST score 


226 


E value 


l . Oe-18 


Match length 


100 


% identity 


51 


NCBI Description 


zein Zdl, 19K - maize >gi 535020 emb CAA47639_ (X672 




zein Zdl (19 kDa zein) [Zea mays] 


Seq. No. 


298954 


Seq. ID 


LIB3151-058-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


317 


E value 


2.0e-29 


Match length 


113 


% identity 


58 


NCBI Description 


(AC005395) unknown protein [Arabidopsis thaliana] 


Seq. No. 


298955 


Seq. ID 


LIB3151-058-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g!684855 ... . 


BLAST score 


422 . ^ - ' ' - : ' ■ : - 


E value 


1.0e-41 


Match length 


85 


% identity 


21 


NCBI Description 


(U77939) ubiquitin-like protein [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298956 . 

LIB3151-058-Q1-K1-E12 

BLASTX 

gl41608 

177 

5.0e-17 

78 

71 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 298957 

Seq. ID LIB3151-058-Q1-K1-H4 

Method BLAST N 



42013 





NCBI GI 


gl€8675 




BLAST score 


59 




E value 


1.0e-24 




Match length 


79 




% identity 


94 




NCBI Description 


Maize mutant zein (zE19) gene, complete cds 




Seq. No. 


298958 




Seq. ID 


LIB3151-058-Q1-K1-H5 




Method 


BLASTX 




NCBI GI 


g2832243 




BLAST score 


242 




E value 


1.0e-20 




Match length 


98 




% identity 


56 




NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 




Seq. No. 


298959 


Q 


Seq. ID 


LIB3151-058-Q1-K1-H9 




Method 


BLASTX 




NCBI GI 


gl68691 


03 


BLAST score 


186 




E value 


5.0e-14 




Match length 


96 


5T"'r 


% identity 


46 




NCBI Description 


(M29628) zein [Zea mays] 


01 
_ 


Seq. No. 


298960 




Seq. ID 


LIB3151-059-Q1-K1-A8 


", , ,, 


Method 


BLASTX 


las? 


NCBI GI 


g!41616 




BLAST score 


240 




E value 


2.0e-20 




Match length 


71 




% identity 


62 




NCBI Description 


ZEIN-BETA PRECURSOR. (16 KD) (ZEIN 2) (CLONE 




r " . ■ 


>gi_168662 (M12147) 15 kDazein protein [Zea 




Seq. No. 


298961 




Seq. ID 


LIB3151-059-Q1-K1-B1 




Method 


BLASTN 




NCBI GI 


gl037129 




BLAST score 


41 




E value 


6.0e-14 




Match length 


216 




% identity 


82 




NCBI Description 


( gamma- zeinA) =opaque2 modifier {5' region} [! 






Tuxpeno CMS 450, mRNA Partial, 1889 nt] 




Seq. No. 


298962 




Seq. ID 


LIB3151-059-Q1-K1-B6 




Method 


BLASTN 




NCBI GI 


gl68704 




BLAST score 


54 




E value 


5.0e-22 




Match length 


82 




% identity 


91 



42014 



NCBI Description 



Zea mays zein protein gene, . complete cds 



Seq. No. 


ft ft O ft C *1 

298963 


Seq. ID 


LIB3151-059-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


192 


E value 


9.0e-15 


Match length 


105 


% identity 


47 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 


Seq. No. 


ft ft O ft £ A 

298964 


Seq. ID 


LIB3151-059-Q1-K1-C2 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


61 


% identity 


90 


NCBI Description 


Zea mays brittle-1 protein (bti; 


Seq. No. 


ft ft ft ft /~ c 

298965 * 


Seq. ID 


LIB3151-059-Q1-K1-C5 


Method 


BLASTN 


NCBI GI :: 


gl68425 


BLAST score 


60 


E value 


1.0e-25 


Match length 


87 


% identity 


93 


NCBI Description 


Zea mays brittle-1 protein (btl| 


Seq. No. 


298966 


Seq. ID 


LIBJ151-U59-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


gl037129. 


BLAST score 


287 : '" ■ ■ 


E value 


1.0e-160 


Match length 


362 


% identity 


95 


NCBI Description 


(gamma-zeinA) =opaque2 modifier 



Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298967 

LIB3151-059-Q1-K1-D3 

BLASTX 

g4539370 

151 

3.0e-10 

58 

60 

(AL049525) UDP-galactose 4-epimerase-like protein . 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



298968 

LIB3151-059-Q1-K1-D4 
BLASTN 



42015 



r- 

si 



NCBI GI 


g22514 


BLAST score 


140 


E value 


4 .Oe-73 


Match length 


195 


% identity 


93 


NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD zein-; 


Seq. No. 


298969 


Seq. "ID 


LIB3151-059-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl41610 


BLAST score 


198 


E value 


2.0e-15 


Match length 


98 


% identity 


48 


NCBI Description 


ZEIN-ALPHA PRECURSOR (CLONE Z4) 


Seq. No. 


298970 


Seq. ID 


LIB3151-059-Q1-K1-E4 


Method 


BLASTN ' 


NCBI GI 


g2832242 


BLAST score 


168 


E .value 


1.0e-89 


Match length 


204 


% identity . 


10 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, 


Seq. No. 


298971 


Seq. ID 


LIB3151-059-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


229 


E value 


5.0e-19 


Match length 


107 


% identity 


50 


NCBI Description 


(AF031569) 22-kDa alpha zein 8 [Zea mays 


Seq. No. 


298972 


Seq. ID 


LIB3151-059-Q1-K1-F5 


Method 


BLASTN 


NCBI GI 


g2341060 


BLAST score 


33 


E value 


4.0e-09 


Match length 


61 


% identity 


89 


NCBI Description 


Zea mays translational initiation factor 




mRNA, complete cds 


Seq. No. 


298973 


Seq. ID 


LIB3151-059-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2996096 


BLAST score 


140 


E value 


4.0e-09 


Match length 


31 


% identity 


87 


NCBI Description 


(AF030517) translation elongation factor- 



complete sequence 



EF-1 



42016 



alpha [Oryza sativa] 



Seq. No. 


298974 


Seq. ID 


LIB3151-059-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl00925 


BLAST score 


156 


E value 


1.0e-10 


Match length 


96 


% identity 


22 


NCBI Description 


zein, 27K - maize (fragment) >gi_22550_emb_CAA4117! 




(X58197) 27kDa storage protein, zein [Zea mays] 


Seq. No. 


298975 


Seq. ID 


LIB3151-059-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


153 


E value 


3.0e-10 


Match length 


53 


% identity 


62 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


298976 


Seq. ID 


LIB3151-061-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl41616 


BLAST score 


141 


E value 


8.0e-09 


Match length 


53 


% identity 


49 


NCBI Description 


ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 




>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 


Seq. No. 


298977 


Seq. ID 


LIB3151-061-Q1-K1-B10 


Method 


BLASTX : . 


NCBI GI 


gl41603 


BLAST score 


434 


E value 


5.0e-43 


Match length 


120 


% identity 


79 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 




>gi 72311 pir ZIZM2 19K zein precursor (clone A20 




>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 


Seq. No. 


298978 


Seq. ID 


LIB3151-061-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g22485 


BLAST score 


82 


E value 


1.0e-38 


Match length 


146 


% identity 


90 


NCBI Description 


Maize mRNA for sucrose synthase (EC 2.4.1.13) 



Seq. No. 



298979 



42017 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score, 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-061-Q1-K1-C8 

BLASTX 

g!41605 

504 

4.0e-51 

127 

82 

ZEIN-ALPHA PRECURSOR I 
>gi 72312_pir_ ZIZM92 



19 KD) (CLONE 19C2) 

19K zein precursor (clone cZ19C2) - 



maize >gi_168680 (M12145) 19 kDa zein protein [Zea. mays] 
298980 

LIB3151-061-Q1-K1-D4 

BLASTX 

gl41616 

142 

4.0e-09 
28 
89 

ZEIN-BETA PRECURSOR (16 KD) 
>gi_168662 (M12147) 



(ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



298981 

LIB3151-061-Q1-K1-D5 

BLASTX 

g2501354 

206 

3.0e-16 

44 

84 

TRANSKETOLASE 7 (TK) >gi_1084441_pir S54301 transketolase 

(EC 2.2.1.1) 7 - Craterostigma plant agineum 
>gi_664903_emb_CAA86609_ (Z46648) transketolase 
[Craterostigma plantagineum] 

298982 

LIB3151-061-Q1-K1-D9 ■ - ; * 

BLASTX 

gl68693 

220 

7.0e-25 
104 

70 

(M29627) zein [Zea mays] 
298983 

LIB3151-061-Q1-K1-E8 

BLASTX 

g3021357 

152 

6.0e-10 

39 

74 

(AJ005082) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 



Seq. No. 



298984 



42018 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-061-Q1-K1-E9 

BLASTX 

g541816 

196 

5.0e-23 

56 

90 

protein 
(Z30329 



kinase - common ice plant >gi_457689_emb_CAA82 990_ 
) protein kinase [Mesembryanthemum crystallinum] 



Seq. No. 


298985 


Seq. ID 


LIB3151-061-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2282584 


BLAST score 


332 


E value 


5.0e-31 


Match length 


122 


% identity 


62 


NCBI Description 


(U76259) elongation factor 


Seq. No. 


298986 


Seq. ID 


LIB3151-061-Q1-K1-G10 


Method 


BLASTN 


NCBI GI 


gl68652 


BLAST score 


83 


E value 


5.0e-39 


Match length 


123 


% identity 


92 


NCBI Description 


Maize amyloplast-specific ' 




locus), complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298987 

LIB3151-061-Q1-K1-H10 

BLASTX 

g2832243 

220 

5.0e-18 

66 

76 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 



298988 

LIB3151-061-Q1-K1-H9 

BLASTX 

gl41603 

190 

1.0e-14 

72 

61 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 l_pir Z I ZM2 



(19 KD) (CLONE A20) 

19K zein precursor (clone A20) 



- maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 
298989 

LIB3151-062-Q1-K1-A2 

BLASTN 

gl68704 



42019 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



63 

4.0e-27 

115 

89 

Zea mays zein protein gene, complete cds 
298990 

LIB3151-062-Q1-K1-C11 

BLASTX 

g82660 

221 

4.0e-18 

61 

74 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 

298991 

LIB3151-062-Q1-K1-C9 

BLASTN 

gl68704 

56 

7.0e-23 

107 

89 

Zea mays zein protein gene, complete cds 
298992 

LIB3151-062-Q1-K1-E10 

BLASTN 

gl68665 

198 

1.0e-107 

279 

92 

Maize 16-kDa zein- 2 mRNA, complete, cds 
298993 

LIB3151-062-Q1-K1-F6 

BLASTX 

gl449179 

214 

3.0e-17 

94 

51 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 

298994 

LIB3151-062-Q1-K1-G8 

BLASTX 

gl41617 

279 

7.0e-25 

112 

54 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 



42020 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_100941_j>ir S12140 zein Zcl - maize 

>gi_100945jpir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi 168666 (M16460) 16-kDa zein protein [Zea mays] 



298995 

LIB3152-001-Q1-K1-A3 

BLASTN 

gl68484 

168 

1.0e-89 

264 

91 

Maize endosperm glutelin-2 



gene, complete cds 



298996 

LIB3152-001-Q1-K1-B2 

BLASTX 

g4193320 

324 

2.0e-30 

77 

78 

(AF045473) histone deacetylase 



[Zea mays] 



298997 

LIB3152-001-Q1-K1-C1 1 

BLASTX 

gl41615 

248 

2.0e-21 

84 

65 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 

298998 

LIB3152-001-Q1-K1-C12 

BLASTX 

gl41602 

343 

3.0e-32 

120 

62 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658jpir A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

298999 

LIB3152-001-Q1-K1-C2 

BLASTX 

g2832243 

285 

2.0e-25 

129 

53 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 



42021 



5 : 



Seq. No. 


299000 * 


Seq. ID 


LIB31 52-00 1-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


330 


E value 


4.0e-31 


Match length 


88 


% identity 


81 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


299001 


Seq. ID 


LIB3152-001-Q1-K1-C4 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


147 


E value 


4.0e-77 


Match length 


255 


% identity 


89 


NCBI Description 


Maize 19 kDa zein mRNA 




>gi_270686_gb_I03333_ : 


Seq. No. 


299002 


Seq. ID 


LIB31 52-00 1-Q1-K1.-D12 


Method 


BLASTX 


NCBI GI 


gl00939 


BLAST score 


215 


E value 


1.0e-26 


Match length 


98 


% identity 


63 


NCBI Description 


zein precursor - maize 


Seq. No. 


299003 


Seq. ID 


LIB3152-001-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


155 


E value 


1.0e-10 


Match length 


63 


% identity 


62 


NCBI Description 


ZEIN-ALPHA PRECURSOR C 



clone CZ19D1, complete cds. 
squence 8 from Patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

299004 

LIB3152-001-Q1-K1-E1 

BLASTN 

g22441 

69 

1.0e-30 

192 

84 

Maize pML2 gene for zein 
299005 

LIB3152-001-Q1-K1-E3 
BLASTN 



42022 



□ 



NCBI GI 


g22514 


BLAST score 


150 


E value 


6.0e-79 


Match length 


257 


% identity 


91 


NCBI Description 


Maize Zcl gene for Zein \ 


Seq. No. 


299006 


Seq. ID 


LIB3152-001-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


69 


E value 


1.0e-30 


Match length 


158 


% identity 


10 


NCBI Description 


Zea mays 22-kDa alpha ze: 


Seq. No. 


299007 


Seq. ID 


LIB3152-001-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


229 


E value 


3.0e-19 


Match length 


69 


% identity 


70 


NCBI Description 


zeiri "protein - maize >gi 




mays] 


Seq. No. 


299008 


Seq. ID 


LIB3152-001-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


186 


E value 


4.0e-14 


Match length 


84 


% identity 


46 


NCBI Description 


(AF031569) 22-kDa alpha 


Seq. No. 


299009 


Seq. ID 


LIB3152-001-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


237 


E value 


5.0e-20 


Match length 


98 


% identity 


52 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


299010 


Seq. ID . 


LIB3152-001-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


258 


E value 


1.0e-22 


Match length 


75 


% identity 


76 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



(CLONE A20) 



42023 



>gi_72311_pir ZI2M2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 





Seq. No. 


299011 




Seq. ID 


LIB3152-002-Q1-K1-B11 




Method 


BLASTX 




NCBI GI 


g224507 




BLAST score 


160 




E value 


5.0e-ll 




Match length 


41 




% identity 


83 




NCBI Description 


zein Al [Zea mays] 




Seq. No. 


299012 




Seq. ID 


LIB3152-002-Q1-K1-D10 




Method 


BLASTX 




NCBI GI 


g82660 




BLAST score 


189 


o 


E value 


2.0e-14 




Match length 


54 


01 


% identity 


70 




NCBI Description . 


19K zein precursor (clone ZG31A) - maize (fragment) 






>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 


fl 


Seq. No. 


299013 


M 1 


Seq. ID 


LIB3152-002-Q1-K1-E6 




Method 


BLASTX 




NCBI GI 


g2281089 




BLAST score 


292 




E value 


2.0e-26 




Match length 


63 




% identity 


87 


Q 


NCBI Description 


(AC002333) Sm protein F isolog [Arabidopsis thaliana] 


y 


Seq. No. 


299014 




Seq.. ID 


LIB3152-002-Q1-K1-F10 




Method 


BLASTX . ^ ' 




NCBI GI 


g2832243 




BLAST score 


201 




E value 


5.0e-16 




Match length 


70 




% identity 


63 




NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 




Seq. No. 


299015 




Seq. ID 


LIB3152-002-Q1-K1-F11 




Method 


BLASTN 




NCBI GI 


g2832242 




BLAST score 


86 




E value 


6.0e-41 




Match length 


186 




% identity 


10 




NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 




Seq. No. 


299016 




Seq. ID' 


LIB3152-002-Q1-K1-F3 




Method 


BLASTX 



42024 



NCBI GI 

BLAST score 

E value 

Match. length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g419803 
361 

2.0e-34 

116 

66 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

299017 

LIB3152-002-Q1-K1-G11 

BLAST N 

gl68679 

62 

1.0e-26 

134 

87 

Maize 19 kDa zein mRNA, clone CZ19C2, complete cds. 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 



Seq. No. 


299018 


Seq. ID 


LIB3152-002-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


243 


E value 


1.0e-20 


Match length 


105 


% identity 


54 


NCBI Description 


zein E19 [Zea. mays] 


Seq. No. 


299019 


Seq. ID 


LIB3152-002-Q1-K1-H8 


Method 


BLAST N 


NCBI GI 


g22514 


BLAST score 


104 


E value 


1.0e-51 


Match length 


164 


% identity 


91 


NCBI Description 


Maize Zcl gene for Z< 


Seq. No. 


299020 


Seq. ID 


LIB3152-003-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


174 


E value 


2.0e-12 


Match length 


67 


% identity 


55 


NCBI Description 


zein A20 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299021 

LIB3152-003-P1-K1-B11 

BLASTX 

gl68691 

239 

3.0e-20 

107 

54 



42025 



NCBI Description 



(M29628) zein [Zea mays] 



Seq. No. 


299022 




Seq. ID 


LIB3152-003-P1 


-K1-B9 


Method 


BLASTX 




NCBI GI 


gl68699 




BLAST score 


183 




E value 


2.0e-18 




Match length 


81 




% identity 


72 




NCBI Description 


(M60836) zein 


[Zea mays] 


Seq. No. 


299023 




Seq. ID 


LIB3152-003-P1 


-K1-C4 


Method 


BLASTX 




NCBI GI 


g629861 




BLAST score 


281 




E value 


3.0e-25 




Match length 


107 




% identity 


61 




NCBI Description 


zein Zdl, 19K 


- maize >gi 




zein Zdl (19 kDa zein) [Z 


Seq. No. 


299024 




Seq. ID 


LIB3152-003-P1 


-K1-C7 


Method 


BLASTX 




NCBI GI 


gl41603 




BLAST score 


222 




E value 


3.0e-18 




Match length 


82 




% identity 


66 





535020 emb CAA47639 (X67203) 



NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299025 

LIB3152-003-P1-K1-E6 

BLASTN 

gl68681 

157 

4.0e-83 

300 

89 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 
>gi 270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299026 

LIB3152-003-P1-K1-E8 

BLASTX 

gl68699 

269 

9.0e-24 

75 

75 

(M60836) zein [Zea mays] 



-Seq. No. 



299027 



42026 





Seq. ID 


LIB3152-003-P1-K1-F12 




Method 


BLASTN 




NCBI GI 


g22537 




BLAST score 


48 




, E value 


4 . 0e-18 




Match length 


84 




% identity 


90 




NCBI Description 


Maize mRNA for zein p< 




Seq. No. 


299028 




Seq. ID 


LIB3152-003-P1-K1-F6 




Method 


BLASTX 




NCBI GI 


g224509 




BLAST score 


168 




E value 


9. 0e-12 




Match length 


119 




% identity 


45 




NCBI Description 


zein El 9 [Zea mays] 


yp 


Seq. No. 


299029 


yl 


Seq. ID 


LIB3152-003-P1-K1-F7 


fn 


Method 


BLASTX 




NCBI GI 


g629861 




BLAST score 


259 


: : 


E value 


9.0e-23 


! 


Match length 


73 


T=r ^ 


% identity 


75 




NCBI Description 


zein Zdl, 19K - maize 


s ; 




zein Zdl (19 kDa zein; 



(clone M6) 



) [Zea mays] 



Seq. No. 


299030 




Seq. ID 


LIB3152-003-P1- 


-K1-G10 


Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


169 




E value 


3.0e-90 




Match length 


322 -, 




% identity 


72 




NCBI Description 


Maize Zc2 gene 


for zein 


Seq. No. 


299031 




Seq. ID 


LIB3152-003-P1- 


-K1-G7 


Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


305 




E value 


1.0e-171 




Match length 


361 




% identity 


96 




NCBI Description 


Maize Zc2 gene 


for zein 



Zc2 (28 kD glutelin-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299032 

LIB3152-003-P1-K1-H10 

BLASTX 

gl41597 

352 

1.0e-34 
111 



42027 



% identity 75 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 





Seq. No. 


299033 




Seq. ID 


LIB3152-003-P1-K1-H5 




Method 


BLASTX 




NCBI GI 


gl 4 1.61-6 * 




BLAST score 


364 




E value 


9.0e-35 




Match length 


125 




% identity 


67 




NCBI Description 


ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 






>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 




Seq. No. 


299034 




Seq. ID 


LIB3152-005-P1-K1-A10 




Method 


BLASTN 




NCBI GI 


g22516 


Li : 


BLAST score 


150 


a:; 


E value 


6.0e-79 




Match length 


255 




% identity 


89 


a....?.. 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 


y s 


Seq. No. 


299035 




Seq. ID 


LIB3152-005-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


g2827524 


rr 


BLAST score 


151 


JESS. 


E value 


6.0e-10 




Match length 


36 


™^ 


% identitv 


69 




NCBI Description 


(AL021633) predicted protein [Arabidopsis thaliana] 




Seq. No. 


299036 




Seq. ID 


LIB3152-005-P1-K1-A3 




Method 


BLASTN 




NCBI GI 


gl68673 




BLAST score 


92 




E value 


4.0e-44 




Match length 


131 




% identity 


95 




NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 




Seq. No. 


299037 




Seq. ID 


LIB3152-005-P1-K1-A7 




Method 


BLASTX 




NCBI GI 


g602076 




BLAST score 


452 




E value 


3.0e-45 




Match length 


98 




% identity 


21 




NCBI Description 


(X77456) pentameric polyubiquitin [Nicotiana tabacum] 



42028 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299038 

LIB3152-005-P1-K1-C10 

BLASTX 

gl41617 

249 

2.0e-21 

89 

60 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein -Zcl' - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb__CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299039 


Seq. ID 


LIB3152-005-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score' 


147 


E value 


3.0e-15 


Match length 


91 


% identity 


59 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299040 


Seq. ID 


LIB3152-005-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


512 


E value 


3.0e-52 


Match length 


128 


% identity 


74 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299041 

LIB3152-005-P1-K1-D4 

BLASTX 

gl41606 

188 

3.0e-14 

95 

49 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi_72309_pir ZIZMD1 19K zein precursor (clone CZ19D1) 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 

299042 

LIB3152-005-P1-K1-D8 

BLASTX 

gl41617 

320 

9.0e-30 
82 



42029 



% identity 

NCBI Description 



72 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299043 


Seq. ID 


LIB3152-00o-Pl-Kl-Dy 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


168 


E value 


5 . Oe-12 


Match length 


38 


% identity 


89 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299044 


Seq. ID 


LIB3152-005-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g72307 


BLAST score 


330 


E value. 


8 . Oe-31 


Match length 


107 


% identity 


65 


NCBI Description 


22K zein precursor (clone pZ22.3) - maize >gi_168686 




(J01246) 26.99 kd zein protein [Zea mays] 


Seq. No. 


299045 


Seq. ID 


LIB3152-005-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


gl68661 


BLAST score 


107 


E value 


4 . Oe-53 


Match length' 


206 


% identity 


94 


NCBI Description 


Maize 15 kDa zein mRNA, clone cZ15A3, complete cds 


Seq. No. 


299046 


Seq. ID 


LIB3152-005-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


246 


E value 


5.0e-21 


Match length 


109 


% identity 


50 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 




>gi 100941_pir S12140 zein Zcl - maize 




>gi 100945_pir B29017 zein 2 - maize 




>gi 22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 




>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 


Seq. No. 


299047 


Seq. ID 


LIB3152-005-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g224514 


BLAST score 


228 



42030 



y3 



E valii'e^ . 


2.0e-19 


Match length 


53 


% identity 


87 


NCBI Description- 


zein M8 [Zea mays] 

■ 


Seq. No. 


299048 


Seq. ID 


LIB3152-005-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


154 


R va 1 hp 


2 . Oe-12 


Match length 


86 


% identity 


50 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 100943 pir 




zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) : 




zein [Zea mays] 


Seq. No. 


299049 


Seq. ID 


LIB3152-006-P1-K1-B9 


Method 


BLAST N 


NCBI GI 


al68675 


BLAST score 


219 


E value 


1.0e-120 


Match length 


339 


% identity 


92 - 


NCBI Description 


Maize mutant zein.(zE19) gene, complete cds 


Seq. No. 


299050 


Seq. ID 


LIB3152-006-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl35060 


BLAST score 


232 


E value 


2.0e-19 


Match length 


57 


% "i ri^nt" "i t* v 


84 


NCBI Description 


SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 


( SHRUNKEN- 1) >gi 66570_pir YUZMS sucrose synthase 




2.4.1.13) - maize >gi 22486 emb CAA26247 (X02400) ; 




synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382 




sucrose synthase [Zea mays] 


Seq. No. 


299051 


Seq. ID 


LIB3152-006-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


a508545 
^ -j \j \j ^ 


BLAST score 


184 


E value 


5.0e-20 


Match length 


71 


% identity 


80 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299052 


Seq. ID 


LIB3152-006-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


207 


E value 


2.0e-16 



42031 



Match length 

% identity 

NCBI Description 



42 
98 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 



Seq. No. 


299053 


Seq. ID 


LIB3152-006-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


38 


E value 


2. 0e-f2 T " 


Match length 


98 


% identity 


85 


NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD zein-2) 


Seq. No. 


299054 


Seq. ID 


LIB3152-006-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


195 


E value 


1.0e-105 


Match length 


315 


% identity 


91 


NCBI . Description 


Zea mays cosmid IV.1E1 22-kDa alpha zein protein 



(sz22-21) gene, complete cds';. retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 


299055 


Seq. ID 


LIB3152-006-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


234 


E value 


8.0e-20 


Match length 


58 


% identity 


86 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays 


Seq. No. 


299056 


Seq. ID 


LIB3152-006-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g322870 


BLAST score 


144 


E value ~ 


7.0e-21 


Match length 


57 


% identity 


93 


NCBI Description 


glucose- 1-phosphate adenylyltransf erase 




maize { fragment ) 


Seq. No. 


299057 


Seq. ID 


LIB3152-006-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


80 


E value 


3.0e-37 


Match length 


204 


% identity 


85 


NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD zein- 



42032 



Seq. No. 


299058 


Seq. ID 


LIB3152-006-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


67 


E value 


2.0e-29 


Match length 


115 


% identity 


90 


NCBI Description 


Maize Zc2 gene for zein 


Seq. No. 


299059 


Seq. ID 


LIB3152-007-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


268 


E value 


1.0e-149 


Match length 


396 


% identity 


71 


NCBI Description 


Maize gene for a 27kDa ; 


Seq. No. 


299060 


Seq. ID 


LIB3152-007-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


al41616 


BLAST score 


154 


E value 


1.0e-10 


Match length 


48 


% identity 


' 60 


NCBI Description 


ZEIN-BETA PRECURSOR (16 




>gi_168662 (M12147) 15 : 


Seq. No. 


299061 


Seq. ID 


LIB3152-007-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


195 


E value 


3.0e-15 


Match length 


61 


% identity 


66 


NCBI Description 


(X55722) 22kD zein [Zea 


Seq. No. 


299062 


Seq. ID 


LIB3152-007-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


230 


E value 


3.0e-19 


Match length 


83 


% identity 


54 


NCBI Description 


zein protein - maize >g: 




mays] 


Seq. No. 


299063 


Seq. ID 


LIB3152-007-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


gl68484 



Zc2 (28 kD gluteiin-2) 



zein 



42033 



BliAST score 


213 


E value 


i . ue-no 


Match length 


2.1 1 


% identity 


Q X 

94 


NCBI Description 


Maize enaosperm giutenn & gene^ complete cas 


Seq. No. 


zyyub4 


Seq. ID 


LIdjIjz — UU / — rl~J\l~Uli 


Metnoa 




NCBI GI 


g2832242 


BLAST score 


60 


E value 


o . ue-^o 


Match length 


iyi 


% identity 


15 


nldi Description 


663 mays Kua aipna zein gene cxuster, compi< 


Seq. No. 


O A A A £ C 

299065 


beq. iu 




Method 




NCBI GI 


g22216 


BLAST score 


266 


E value 




Match length 


105 


% identity 


55 


NCBI Description 


lAOo/^Z; i^KU zein i^ea maysj 


Seq. No. 


o a a a *r 

299066 


beq. id 


lilDOlOZ — UU / ~ rl- t\l— vjl 


Method 


DT nOTY 




gz Jl 004 


DiiAbi score 


Z jU 


E value 


1.0e-21 


Match length 


94 


% identity 


c A 

59 


NCBI Description 


BRITTLE- 1 PROTEIN PRECURSOR >gi_8267 6_pir JQ1 




protein precursor - maize >gi_168426 (M79333) . 




protein [Zea mays] 


Seq. No. 


o n o n /r t 

299067 


Seq. ID 


LIB315Z-UU /-Pl-J\l-bo 


Metnoa 




NCBI GI 


gl68698 


BLAST score 


132 


E value 


4 . Ue-oo 


Match length 


1/4 


% identity 


94 


NCBI Description 


Z.mays zein mRNA, complete cds 


Seq. No. 


O ft ft A ^ O 

299068 


beq. iu 


t t o q i t^o_nm_Di _vi _r"^ 
L1do1j£~UU / — r±— J\l~ bo 




Dio/iO i A 




rrl OH Q4 n 

giuu 74 u 


BLAST score 


209 


E value 


8.0e-17 


Match length 


65 


% identity - 


71 


NCBI Description 


zein zAl - maize 



sequence 



42034 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299069 

LIB3152-007-P1-K1-H11 

BLASTX 

gl6073 

261 

9.0e-23 

62 

82 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299070 

LIB3152-008-P1-K1-A2 

BLASTN 

gl68690 

116 

1.0e-58 

124 

98 

Maize zein mRNA, complete cds, clone ZG124 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299071 

LIB3152-008-P1-K1-B10 

BLASTX 

g82660 

169 

5.0e-12 

75 ^ 
59 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi 809117 emb CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 


299072 


Seq. ID 


LIB3152-008-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


gl68692 


BLAST score 


120 


E value 


8.0e-61 


Match length 


206 


% identity 


64 


NCBI Description 


Maize zein mRNA, complete cds, 


Seq. No. 


299073 


Seq. ID 


LIB3152-008-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


226 


E value 


6.0e-19 


Match length 


68 


% identity 


72 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 


Seq. No. 


299074 


Seq. ID 


LIB3152-008-P1-K1-H10 


Method 


BLASTX . 


NCBI GI 


gl68701 


BLAST score 


245 



42035 



E value 7.0e-21 

Match length 100 

% identity 57 

NCBI Description (M60837) zein [Zea maysl 



Seq. No. 


299075 


Seq. ID 


LIB3152-008-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


228 


E value 


1.0e-125 


Match length 


343 


% identity 


12 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 


Seq. No. 


299076 


Seq. ID 


LIB3152-008-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g4586107 


BLAST score 


313 


E value 


8.0e-29 


Match length 


114 


% identity 


16 


NCBI Description 


(AL049638) putative disease resistance protein [Arabidopsis 




thaliana] 


Seq. No. 


299077 


Seq. ID 


LIB3152-009-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


188 


E value 


4.0e-14 


Match length 


60 


% identity 


63 


NCBI Description 


GLUTELIN 2 PRECURSOR ( ZEIN-GAMMA) (27 KD ZEIN) 


(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2 ) 



>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299078 

LIB3152-009-P1-K1-B8 

BLASTX 

g508545 

241 

2.0e-20 

109 

50 

(L34340) zein [Zea mays] 
299079 

LIB3152-009-P1-K1-D12 

BLASTN 

gl68690 

99 

2.0e-48 



42036 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 
90 

Maize zein itiRNA, complete cds, clone ZG124 
299080 

LIB3152-009-P1-K1-D3 

BLASTX 

g419803 

351 

2?6e~33 

98 

66 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

299081 

LIB3152-009-P1-K1-D9 

BLASTN 

g4185305 

112 

3.0e-56 

220 

89 

Zea mays cosmid IV. 1E1 22-kDa alpha zein protein' 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299082 

LIB3152-009-P1-K1-E6 

BLASTX 

gl68699 

166 

2.0e-25 

93 

60 

(M60836) zein [Zea mays] 
299083 

LIB3152-009-P1-K1-F9 

BLASTX 

gl6073 

452 

3.0e-45 

101 

89 

(X59526) zein protein [Acetabularia mediterranea] 



299084 

LIB3152-009-P1-K1-G1 

BLASTX 

gl41612 

430 

1.0e-42 

107 

82 

ZEIN-ALPHA PRECURSOR (22 KD) 



(CLONE 22C2) 



42037 



>giJ72306_pir ZIZMC2 22K zein precursor (clone CZ22C2) 

maize (fragment) >gi_168688 (M12141) 22 kDa zein protein 
[Zea mays] 



Seq. No. 


299085 


Seq. ID 


LIB3152-010-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl68693 


BLAST score 


306 


E value 


3.0e-28 


Match length 


88 


% identity 


74 


NCBI Description 


(M29627) zein [Zea mays] 


Seq. No. 


299086 


Seq. ID 


LIB3152-010-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


gl68698 


BLAST score 


120 


E value 


6.0e-61 


Match length 


291 


% identity 


87 


NCBI Description 


Z.mays zein mRNA, comple 


Seq. No. 


299087 


Seq. ID 


LIB3152-010-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl41612 


BLAST score 


340 


E value 


6.0e-32 


Match length 


135 


% identity 


67 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



) (CLONE 22C2) 

>gi_72306_pir ZIZMC2 22K zein precursor (clone CZ22C2) 

maize (fragment) >gi_168688 (M12141) 22 kDa zein protein 
{Zea mays] 

299088 

LIB3152-010-P1-K1-E11 

BLASTN 

gl68681 

144 

3.0e-75 

311 

88 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 

299089 

LIB3152-010-P1-K1-G5 

BLASTX 

gl68703 

205 

3.0e-16 

69 

64 

(M86591) 22 kDa zein protein [Zea mays] 



42038 





Seq. No. 


299090 




Seq. ID 


LIB3152-010-P1-K1-G8 




Method 


BLASTX 




NCBI GI 


g2244785 




BLAST score 


369 




E value 


2.0e-35 




Match length 


104 




% identity 


65 




NCBI Description 


(Z97335) hypothetical ; protein 




Seq. No. 


299091 




Seq. ID 


LIB3152-010-P1-K1-H11 




Method 


BLASTX 




NCBI GI 


g72307 




BLAST score 


261 




E value 


8.0e-23 




Match length 


102 




% identity 


57 


% iTl 


NCBI Description 


22K zein precursor (clone pZ22 


;:: 




(J01246) 26.99 kd zein protein 


fn 


Seq. No. 


299092 




Seq. ID 


LIB3152-012-P1-K1-C8 


: i 


Method 


BLASTX 


3 . 


NCBI GI 


g2832247 


frs 


BLAST score 


148 




E value 


2.0e-10 




Match length 


58 




% identity 


61 




NCBI Description 


(AF031569) 22-kDa alpha zein 1' 


H 


Seq. No. 


299093 




Seq. ID 


LIB3152-012-P1-K1-D10 




Method 


BLASTN 


n 


NCBI GI 


gl68681 




BLAST score 


89 




E value 


2.0e-42 




Match length 


149 




% identity 


90 




NCBI Description 


Maize 19 kDa zein mRNA, clone < 






>gi_270686_gb_I03333_ Sequence 




Seq. No. 


299094 




Seq. ID 


LIB3152-012-P1-K1-D11 




Method 


BLASTX 




NCBI GI 


gl345587 




BLAST score 


255 




E value 


3.0e-22 




Match length 


92 




% identity 


63 




NCBI Description 


14-3-3-LIKE PROTEIN GF14-6 >gi 






GF14-6=14-3-3 protein homolog 






aa] [Zea mays] 




Seq. No. 


299095 




Seq. ID 


LIB3152-012-P1-K1-D7 



42039 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl41597 

316 

3.0e-29 

72 

86 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314jpir ZIZM3 19K zein precursor (clone A30) 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein 
[Zea mays] 



maize 



[2] 



Seq. No. 


299096 


Seq. ID 


LIB3152-012-P1-K1-F6 


M^t" hod 

L ICS <— 1 lvU 


BLASTX 


NCBI GI 


g22216 


BLAST score 


282 


E value 


3.0e-25 


Match length 


79 


% identity 


76 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


299097 


Seq. ID 


LIB3152-012-P1-K1-F7 


Method 


BLAST N 


NCBI GI 


gl68702 


BLAST score 


69 


E value 


1.0e-30 


Match length 


161 


% identity 


86 


NCBI Description 


Corn 22 kDa zein protein gene 


Seq. No. 


299098 


Seq. ID 


LIB3152-012-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


258 


E value 


1.0e-22 


Match length 


73 


% identity 


75 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 



complete cds 



(CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi 168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299099 

LIB3152-014-P1-K1-A1 

BLASTX 

gl6073 

184 

3.0e-27 

120 

63 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299100 

LIB3152-014-P1-K1-A11 

BLASTX ; 

g468516 



42040 



BLAST score 


143 


E value 


5.0e-09 


Match length 


34 


% identity 


85 


NCBI Description 


(X55724) zein [Zea mays] 


Seq. No. 


299101 


Seq. ID 


LIB3152-014-P1-K1-B12 


Method 


BLASTN 


NCBI GI 


g!68681 


BLAST score 


61 


E value 


5.0e-26 


Match length 


153 


% identity 


85 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19D1, complete cd; 




>gi_27068 6_gb_I03333_ Sequence 8 from Patent US 


Seq. No. 


299102 


Seq. ID 


LIB3152-014-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


al68699 


BLAST score 


171 


E value 


1.0e-18 


Match length 


81 


% identity 


74 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


299103 


Seq. ID 


LIB3152-014-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


al6073 


BLAST score 


293 


E value 


1.0e-26 


Match length 


68 


% identity 


88 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


299104 


Seq. ID 


LIB3152-014-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


al68665 

\A J- \J \y w v w 


BLAST score 


94 


E value 


1.0e-45 


Match length 


225 


% identity 


88 


NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 


Seq. No. 


299105 


Seq. ID 


LIB3152-014-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


56 


E value 


8.0e-23 


Match length 


158 


% identity 


16 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete 



42041 





Seq. No. 


299106 




Seq. ID 


LIB3152-014-P1-K1-G2 




Method 


BLASTX 




MPDT (IT 






BLAST score 


354 




E value 


1.0e-33 




Match length 


73 




% identity 


99 




NCBI Description 


(M60836) zein [Zea mays] 




Seq. No. 


299107 




Seq. ID 


LIB3152-014-P1-K1-H3 




Method 


BLAST N 




HPRT (IT 


al68675 




BLAST score 


60 




E value 


4.0e-25 




Match length 


128 




% identity 


88 


r-r- 


NCBI Description 


Maize mutant zein (zE19) 




Seq. No. 


299108 




Seq. ID 


LIB3152-014-P1-K1-H7 


frl 


Method 


BLASTN 


Jrf 


NCBI GI 


gl68398 






226 


L-~ i 


E value 


1.0e-124 




Match length 


234 




% identity 


99 


= . 


NCBI Description 


Zea mays auxin-binding p 


3 = 




complete cds 


■==■ 


Seq. No. 


299109 




Seq. ID 


LIB3152-015-P1-K1-B1 


s" "'5 


Method 


BLASTX 




NCBI GI 


gl41608 




BLAST score 


188 




E value 


2.0e-15 




Match length 


98 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



54 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

299110 

LIB3152-015-P1-K1-D9 

BLASTX 

gl68699 

267 

2.0e-23 

82 

71 

(M60836) zein [Zea mays] 
299111 

LIB3152-015-P1-K1-F11 

BLASTX 

gl41616 



42042 



BLAST score 
E value ■ 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



241 - 

3.0e-20 

98 

61 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) ..(CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

299112 

LIB3152-015-P1-K1-H8 

BLASTX 

g461498 

227 

5.0e-19 

46 

96 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC- -PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC—ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA4 9199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



y ' 


Seq. No. 


299113 


rn 


Seq. ID 


LIB3152-016-P1-K1-A1 




Method 


BLASTX 




NCBI GI 


g4140644 




BLAST score 


324 


js=KK 

JSSZ. 


E value 


4.0e-30 


=~ = 


Match length 


90 


2 


% identity 


76 




NCBI Description 


(AF090447) 22-kDa zein protein 


o 


Seq. No. 


299114 




Seq. ID 


LIB3152-016-P1-K1-A11 


o 


Method 


BLASTN 




NCBI GI 


g4140643 


h s* 


BLAST score 


43 




E value 


4.0e-15 




Match length 


175 




% identity 


82 




NCBI Description 


Zea mays cosmid II.2E10 22-kDa 






complete sequence 




Seq. No. 


299115 




Seq. ID 


LIB3152-016-P1-K1-A7 




Method 


BLASTX 




NCBI GI 


g3694807 




BLAST score 


223 




E value 


1.0e-18 




Match length 


55 




% identity 


84 




NCBI Description 


(AF055898) alanine aminotransf( 




Seq. No. 


299116 




Seq. ID 


LIB3152-016-P1-K1-C11 




Method 


BLASTN 




NCBI GI 


gl68685 




BLAST score 


51 



42043 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-20 

182 

86 

Maize 22 kd (Mw=26.99 Jed) zein protein 3, mRNA 
299117 

LIB3152-016-P1-K1-E3 

BLASTX 

g4263695 

162 

4.0e-ll 

119 

30 

(AC006223) putative myosin II heavy chain [Arabidopsis 
thaliana] 



Seq. No. 


299118 


Seq. ID 


LIB3152-016-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g22220 


BLAST score 


252 


E value 


1.0e-21 


Match length 


110 


% identity 


51 


NCBI Description 


(X55723) 22 kD zein [Zea 


Seq. No. 


299119 


Seq. ID 


LIB3152-016-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


168 


E value 


7.0e-12 


Match length 


61 


% identity 


57 


NCBI Description 


ZEIN- ALPHA PRECURSOR (19 



) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) 

maize >gi__168674 (M12143) 19 kDa zein . protein [Zea mays] 



Seq. No. 


299120 


Seq. ID 


LIB3152-016-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


280 


E value 


4.0e-25 


Match length 


96 


% identity 


65 


NCBI Description 


(X55722) 22kD zein [Zea 


Seq. No. 


299121 


Seq. ID 


LIB3152-016-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


261 


E value 


1.0e-145 


Match length 


360 


% identity 


94 


NCBI Description 


Maize Zc2 gene for zein 



(28 kD glutelin-2) 



42044 



Seq. No. 


299122 


Seq. ID 


LIB3152-017-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


120 


E value 


6. Oe-61 


Match length 


160 


% identity 


94 


NCBI Description 


Z.mays gene* for Hageman : 


Seq. No. 


■ 299123 


Seq. ID 


LIB3152-017-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


416 


E value 


6.0e-41 


Match length 


96 


% identity 


92 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72311jpir ZIZM2 19K 




>gi_2 252 9_emb_CAA2 4 7 2 3_ 


Seq. No. 


299124 


Seq. ID 


LIB3152-017-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


223 


E value 


9.0e-23 


Match length 


75 


% identity 


76 



KD) (CLONE A20) 
zein precursor (clone A; 
(V01476) zein [Zea mays] 



- maize 



NCBI Description 



GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


299125 




Seq. ID 


LIB3152- 


017-P1-K1-C10 


Method 


BLASTX 




NCBI GI 


g22220 




BLAST score 


178 




E value 


2.0e-13 




Match length 


71 




% identity 


55 




NCBI Description 


(X55723) 


22 kD zein [Zea 


Seq. No. 


299126 




Seq. ID 


LIB3152- 


017-P1-K1-C5 


Method 


BLASTX 




NCBI GI 


g533086 




BLAST score 


171 




E value 


3.0e-12 




Match length 


46 




% identity 


74 




NCBI Description 


(U07605) 


precursor delta- 



42045 



desaturase [Thunbergia alata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299127 

LIB3152-017-P1-K1-D11 

BLASTX 

gl41603 

244 

2.0e-31 

99 

80 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299128 

LIB3152-017-P1-K1-F11 

BLASTX 

gl41614 

174 

1.0e-17 

89 

63 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510jprf 1107201D zein Ml [Zea mays] 

299129 

LIB3152-017-P1-K1-F3 

BLASTN 

g303854 

82 

1.0e-38 

114 

93 

Rice mRNA for ribosomal protein L7A, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299130 

LIB3152-017-P1-K1-F5 

BLASTX 

g224508 

302 

1.0e-27 

109 

67 

zein A20 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299131 

LIB3152-017-P1-K1-F7 

BLASTX 

gl68699 

256 

3.0e-27 

105 

70 

(M60836) zein [Zea mays] 



42046 



Seq. No. 


299132 


Seq. ID 


LIB3152-017-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


57 


E value 


1.0e-23 


Match length 


119 


% identity 


92 


NCBI Description 


Zea mays zein protein gene, complete cds 


Seq. No. 


299133 


Seq. ID 


LIB3152-017-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


308 


E value 


3.0e-28 


Match length 


110 


% identity 


60 


NCBI Description 


(AF031569) 22-kDa alpha zein 8 [Zea mays 


Seq. No. 


299134 


Seq. ID 


LIB3152-017-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g2828011 


BLAST score 


41 


E value 


6.0e-14 


Match length 


61 


% identity 


92 


NCBI Description 


Zea mays starch synthase I precursor (Ss 




gene encoding plastid protein, complete i 


Seq. No. 


299135 


Seq. ID 


LIB3152-017-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


70 


E value 


3.0e-31 


Match length 


142 


% identity 


14 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, 


Seq. No. 


299136 


Seq. ID 


LIB3152-017-P1-K1-H9 


Method 


BLASTX : 


NCBI GI 


gl41614 


BLAST score 


290 


E value 


8.0e-30 


Match length 


110 


% identity 


39 



mRNA, nuclear 



complete sequence 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



ZEIN-ALPHA PRECURSOR (22 KD) { CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

299137 

LIB3152-018-P1-K1-A11 
BLASTX 



42047 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl41603 
290 

4.0e-26 

116 

58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311j?ir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

299138 

LIB3152-018-P1-K1-E6 

BLASTN 

gl68681 

92 

3.0e-44 

124 

94 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 
>gi_270686_gb_l03333_ Sequence 8 from Patent US 



- maize 



Seq. No. 


299139 


Seq. ID 


LIB3152-018-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


188 


E value 


1.0e-28 


Match length 


89 


% identity 


88 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


299140 


Seq. ID 


LIB3152-019-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


236 


E value 


7.0e-20 


Match length 


44 


% identity 


95 


NCBI Description 


ZEIN-BETA PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299141 

LIB3152-019-P1-K1-D8 

BLASTX 

gl41605 

144 

5.0e-13 

76 

58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_j>ir ZIZM92 19K zein precursor (clone CZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 



299142 



42048 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3152-019-P1-K1-E11 

blastx :;■ " 

gl076791 
251 

1.0e-37 

122 

70 

calcium-binding protein - maize >gi_2119370_pir S58170 

Calreticulin precursor - maize >gi_577 612_emb_CAA86728_ 
(Z4 6772) calcium-binding protein [Zea mays] 
>gi_927572_emb_CAA61939_ (X89813) Calreticulin precursor 

[Zea mays] >gi_1587033_prf 2205314A calreticulin [Zea 

mays] 

299143 

LIB3152-019-P1-K1-F1 

BLASTN 

gl68673 

121 

1.0e-61 

136 

98 

Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 
299144 

LIB3152-019-P1-K1-G11 

BLASTX 

gl41600 

171 

3.0e-12 

84 

50 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315j?ir ZIZMB1 19K zein precursor (clone CZ19B1) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

299145 

LIB3152-019-P1-K1-H6 

BLASTN 

gl68652 

42 

2.0e-14 

86 

87 

Maize amyloplast-specif ic transit protein (waxy; wx+ , 
locus), complete cds 

299146 

LIB3152-020-P1-K1-A7 

BLASTX 

g82660 

361 

2.0e-34 

128 

60 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



42049 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299147 

LIB3152-020-P1-K1-B12 

BLASTX 

g629861 

159 

6.0e-ll 

47 

68 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

299148 

LIB3152-020-P1-K1-C2 

BLASTX 

g3122071 

326 

5.0e-42 

122 

73 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_2130148__pir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi_1321656_dbj_BAA0824 9_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 

299149 

LIB3152-020-P1-K1-D12 

BLASTX 

gl68695 

231 

1.0e-19 

63 

70 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 



Seq. No. 


299150 


Seq. ID 


LIB3152-020-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


222 


E value 


3.0e-18 


Match, length 


99 


% identity 


56 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299151 


Seq. ID 


LIB3152-020-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2130065 


BLAST score 


173 


E value 


2.0e-12 


Match length 


54 


% identity 


72 


NCBI Description 


alpha-globulin precursor 



(D50643) 26 kDa globulin 



- rice >gi_1783206_dbj_BAA09308_ 
[Oryza sativa] 



42050 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299152 

LIB3152-020-P1-K1-G1 

BLASTN 

g2253277 

41 

9.0e-14 

92 
86 

Oryza sativa bZIP transcriptional activator RF2a 
mRNA, complete cds 



(rf2a) 



299153 

LIB3152-020-P1-K1-H11 

BLASTX 

gl41603 

304 

7.0e-28 

72 

88 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



- maize 



299154 

LIB3152-020-P1-K1-H5 

BLASTX 

gl41615 

222 

3.0e-18 

64 

73 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 

299155 

LIB3152-021-P1-K1-A11 

BLASTX 

gl21472 

154 

1.0e-10 

57 

58 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2 ) 

>gi_72326jpir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299156 

LIB3152-021-P1-K1-A9 

BLASTX 

gl41597 

231 

2.0e-19 

58 

81 



42051 



NCBI Description 



ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_j>ir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V014 81) reading frame zein [2] 
[Zea mays] 





Seq. No. 


299157 




Seq. ID 


LIB3152-021-P1-K1-B10 




Method 


BLASTN 




NCBI GI 


g22514 




BLAST score 


185 




E value 


1.0e-100 




Match length 


253 




% identity 


93 




NCBI Description 


Maize Zcl gene for Zein Zcl (14 JcD zein-2) 




Seq. No. 


299158 




Seq. ID 


LIB3152-021-P1-K1-B11 




Method 


BLASTN 




NCBI GI 


g22514 




BLAST score 


136 


*y 


E value 


1.0e-70 


y 5 


Match length 


192 


£Q 


% identity 


93 


JZ 


NCBI Description 


Maize lcl gene ior ^ein lcl {m ku zein-^j 


&\ 
-T 


Seq. No. 


299159 


Mi 


Seq. ID 


LIB3152-021-P1-K1-C11 


w : 


Method 


BLASTN 


5 


NCBI GI 


g22326 


i-z. 


BLAST score 


135 


H 


E value 


5.0e-70 




Match length 


167 




% identity 


95 




NCBI Description 


Z.mays gene for Hageman factor inhibitor 


□ 






D 


Seq. No. 


299160 




Seq. ID 


LIB3152-021-P1-K1-C12, 




Method 


BLASTN 




NCBI GI 


g463151 




BLAST score 


180 




E value 


8.0e-97 




Match length 


264 




% identity 


92 




NCBI Description 


Zea mays high sulfur zein gene, complete cds 




Seq. No. 


299161 




Seq. ID 


LIB3152-021-P1-K1-C2 




Method 


BLASTX 




NCBI GI 


gl41616 




BLAST score 


191 




E value 


1.0e-14 




Match length 


42 




% identity 


86 




NCBI Description 


ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE : 






>gi 168662 (M12147) 15 kDa zein protein [Zea 



Seq. No. 



299162 



42052 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3152-021-P1-K1-C5 

BLASTX 

gl41598 

297 

5.0e-27 

98 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi_72313_pir ZIZM99 19K zein precursor (clone ZG99) - 

maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays]- 
>gi_22534_emb_CAA24726_ (V01479) zein [Zea mays] 



Seq. No. 


299163 


Seq. ID 


LIB3152-021-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


243 


E value 


1.0e-20 


Match length 


124 


% identity 


50 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299164 


Seq. ID 


LIB3152-021-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g82654 


BLAST score 


170 


E value 


1.0e-12 


Match length 


55 


% identity 


64 


NCBI Description 


10K zein precursor - mai: 




lOkDa zein (AA 1 - 150) 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299165 

LIB3152-021-P1-K1-G5 

BLASTX 

g629861 

239 

3.0e-20 

102 

53 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299166 

LIB3152-021-P1-K1-H1 

BLASTX 

gll77320 

345 

1.0e-32 

98 

64 

(X89891) 
sativa] 



EFA27 for EF hand, abscisic acid, 27kD [Oryza 



Seq. No. 
Seq. ID 



299167 

LIB3152-021-P1-K1-H10 



42053 



BLASTN 
g22544 
76 

1.0e-34 

277 

82 

Maize mRNA (clone A30) for zein (a plant storage protein) 
299168 

LIB3152-021-P1-K1-H2 

BLASTX 

gll77320 

226 

1.0e-18 

93 
49 

(X89891) EFA27 for EF hand, abscisic acid, 27kD [Oryza 
sativa] 



Seq. No. 


299169 


Seq. ID 


LIB3152-021-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g248336 


BLAST score 


44 


E value 


6.0e-16 


Match length 


116 


% identity 


84 


NCBI Description 


polyubiquitin [maize, Genomic, 3841 nt] 


Seq. No. 


299170 


Seq. ID 


LIB3152-022-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl68697 


BLAST score 


321 


E value 


9.0e-30 


Match length 


78 


% identity 


87 


NCBI Description 


(M60835) zein [Zea mays] 


Seq. No. 


299171 


Seq. ID 


LIB3152-022-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2564066 


BLAST score 


184 


E value 


8.0e-14 


Match length 


69 


% identity 


59 


NCBI Description 


(D45900) LEDI-3 protein [Lithospermum erythrorhizon] 


Seq. No. 


299172 


Seq. ID 


LIB3152-022-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g224513 


BLAST score 


207 


E value 


5.0e-35 


Match length 


107 


% identity 


79 



Method 

NCBI GI'* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42054 



NCBI Description zein M6 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299173 

LIB3152-022-P1-K1-F4 

BLASTX 

gl41603 

251 

1.0e-21 

87 

67 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



maize 





Seq. No. 


299174 




Seq. ID 


LIB3152-022-P1-K1-G7 




Method 


BLASTX 




NCBI GI 


g2244866 




BLAST score 


165 




E value 


1.0e-13 


yy 


Match length 


59 


a jj I 


% identity 


68 


rfi 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


299175 




Seq. ID 


LIB3152-023-P1-K1-A12 




Method 


BLASTN 


fll 


NCBI GI 


g2832242 


s 


BLAST score 


78 


M= 


E value 


3.0e-36 


n 


Match length 


162 


s : 


% identity 


12 




NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 




Seq. No. 


299176 


Q 


Seq. ID 


LIB3152-023-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


g2245020 




BLAST score 


381 




E value 


5.0e-37 




Match length 


93 




% identity 


76 




NCBI Description 


(Z97341) growth regulator homolog [Arabidopsis thaliana] 




Seq. No. 


299177 




Seq. ID 


LIB3152-023-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


g72307 




BLAST score 


290 




E value 


4.0e-26 




Match length 


104 




% identity 


61 




NCBI Description 


22K zein precursor (clone pZ22.3) - maize >gi_168686 






(J01246) 26.99 kd zein protein [Zea mays] 




Seq. No. 


299178 




Seq. ID 


LIB3152-023-P1-K1-C8 



42055 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22099 
41 

4.0e-14 

69 

90 

Z.mays 27kDa zein locus DNA 
299179 

LIB3152-023-P1-K1-D4 

BLASTX 

gl21472 

219 

7.0e-18 
61 . 
70 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594__ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


299180 


Seq. JD 


LIB3152-023-P1-K1-E12 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


171 


E value 


2.0e-91 


Match length 


251 


% identity 


92 


NCBI Description 


Maize mRNA (clone A30) 


Seq. No.. 


299181 


Seq. ID 


LIB3152-023-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


gl419369 


BLAST score 


114 


E value 


2.0e-57 


Match length 


224 


% identity 


97 


NCBI Description 


Z.mays ZmABP3 mRNA for 


Seq. No. 


299182 


Seq. ID 


LIB3152-023-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl41614 


BLAST score 


147 


E value 


2.0e-09 


Match length 


52 


% identity 


67 


NCBI Description 


ZEIN-ALPHA PRECURSOR C 




>gi 82662 pir B22831 ; 




>gi 22527 emb CAA24722 




ma y s ] >g i_2 2451 0_pr f : 


Seq. No. 


299183 



KD) (CLONE ZA1 OR Ml) 
K zein precursor (clone Ml) 
(V01475) reading frame zein 



- maize 
[Zea 



42056 





Seq. ID 


LIB3152-024-P1-K1-A1 




Method 


BLASTN 




NCBI GI 


gl68704 




BLAST score 


38 




E value 


3.0e-12 




Match length 


102 




% identity 


84 




NCBI Description 


Zea mays zein protein gei 




Seq. No. 


299184 




Seq. ID 


LIB3152-024-P1-K1-A12 




Method 


BLASTN 1 




NCBI GI 


g22514 




BLAST score 


55 




E value 


2.0e-22 




Match length 


91 




% identity 


90 




NCBI Description 


Maize Zcl gene for Zein ; 




Seq. No. 


299185 




Seq. ID 


LIB3152-024-P1-K1-C4 




Method 


BLASTX 




NCBI GI 


gl68701 


r~ 


BLAST score 


323 




E value 


4.0e-30 


•==■ 


Match length 


95 




% identity 


73 


yi 


NCBI Description 


(M60837) zein [Zea mays] 


K - 


Seq. No. 


299186 


Q 


Seq. ID 


LIB3152-024-P1-K1-C6 


— 


Method 


BLASTX 




NCBI GI 


gl41603 




BLAST score 


266 




E va 1 iip 


2 0e-23 




Match length 


78 




% identity 


76 




NCBI Description 


ZEIN- ALPHA PRECURSOR (19 






>gi 72311_pir ZIZM2 19K 






>gi_2 2 5 2 9_emb_CAA2 4 7 2 3_ 




Seq. No. 


299187 




Seq. ID 


LIB3152-024-P1-K1-D7 




Method 


BLASTN 




NCBI GI 


g4140643 




BLAST score 


58 




E value 


4.0e-24 




Match length 


94 




% identity 


91 




NCBI Description 


Zea mays cosmid II.2E10 : 






complete sequence 




Seq. No. 


299188 




Seq. ID 


LIB3152-024-P1-K1-F10 




Method 


BLASTX 




NCBI GI 


gl68701 




BLAST score 


341 



KD) (CLONE A20) 

zein precursor (clone A20) 



- maize 



42057 



E value 


2.0e-32 


Match length 


81 


% identity 


85 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


299189 


Seq. ID 


LIB3152-024-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


186 


E value 


4.0e-14 


Match length 


95 


% identity 


52 


NCBI Description 


zein E19 [Zea mays] 


Seq. No. 


299190 


Seq. ID 


LIB3152-026-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


53 


E value 


4.0e-21 


Match length 


121 


% identity 


88 


NCBI Description 


Maize Zcl gene for Zein Zcl 


Seq. No. 


299191 


Seq. ID 


LIB3152-026-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g224507 


BLAST score 


207 


E value 


1.0e-16 


Match length 


59 


% identity 


73 


NCBI Description 


zein Al [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299192 

LIB3152-026-P1-K1-C8 

BLASTN 

gl68484 

108 

9.0e-54 

164 

92 

Maize endosperm glutelin-2 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299193 

LIB3152-026-P1-K1-D11 

BLASTX 

g508545 

263 

8.0e-25 

111 

65 

(L34340) zein [Zea mays] 



Seq. No. 
Seq. ID 



299194 

LIB3152-026-P1-K1-D2 



42058 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19K - maize >gi_535020_emb_CAA47639_ (X67203) 



BLASTX 
g629861 
368 

2.0e-35 
119 
65 

zein Zdl, 

zein Zdl (19 kDa zein) [Zea mays] 
299195 

LIB3152-026-P1-K1-E7 

BLASTN 

g4140643 

100 

4.0e-49 

207 

47 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

299196 

LIB3152-026-P1-K1-F5 

BLASTX 

gl41616 

186 

5.0e-16 

76 

64 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi 168662 (M12147) 15 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299197 

LIB3152-027-P1-K2-A3 

BLASTX 

gl41603 

207 

2.0e-16 

70 
67 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 1 jpi r Z I ZM2 



(19 KD) (CLONE A20) 

19K zein precursor (clone A20) 



- maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299198 

LIB3152-027-P1-K2-A7 

BLASTX 

gl41597 

267 

2.0e-23 

105 

57 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314j?ir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 



299199 



42059 



Seq. ID 


LIB3152-027-P1-K2-B7 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


43 


E value 


7.0e-15 


Match length 


59 


% identity 


93 


NCBI Description 


Z.mays gene for Hageman : 


Seq. No. 


299200 


Seq. ID 


LIB3152-027-P1-K2-C10 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


275 


E value 


1.0e-24 


Match length 


72 


% identity 


81 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


299201 


Seq. ID 


LIB3152-027-P1-K2-D2 


Method 


BLASTN 


NCBI GI 


gl68665 


BLAST score 


324 


E value 


0.0e+00 


Match length 


344 


% identity 


99 


NCBI Description 


Maize 16-kDa zein-2 mRNA, 


Seq. No. 


299202 


Seq. ID 


LIB3152-027-P1-K2-D5 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


251 


E value 


1.0e-21 


Match length - 


66 


% identity 


77 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

299203 

LIB3152-027-P1-K2-E7 

BLASTX 

gl41613 

291 

1.0e-26 

81 

80 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

299204 

LIB3152-027-P1-K2-H7 

BLASTX 

g4416301 



42060 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



379 

1.0e-36 

116 

70 

(AF105716) gag protein [Zea mays] 
299205 

LIB3152-028-P1-K1-A1 

BLASTX 

gl41607 

152 

5.0e-10* 

104 

38 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19.1) 
>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] 
(J01244) zein 19 kd protein (partial) [Zea mays] 



>gi 168672 



299206 

LIB3152-028-P1-K1-B4 

BLASTN 

g508544 

63 

4.0e-27 

182 

90 

Zea mays 24-kD alpha-zein gene (floury2), complete cds 
299207 

LIB3152-028-P1-K1-D6 

BLASTX 

gl41617 

246 

5.0e-21 

47 

89' 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein iZea mays] 

299208 

LIB3152-028-P1-K1-E5 

BLASTX 

g266398 

275 

1.0e-24 

82 

61 

TRYPSIN/ FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_68849_pir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 

299209 

LIB3152-028-P1-K1-G10 



42061 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g260042 

332 

4.0e-31 

80 

82 

(S48563) endosperm ADP-glucose pyrophosphorylase subunit 
homolog=Sh2 [maize, Peptide Partial, 542 aa] [Zea mays] 

299210 

LIB3152-028-P1-K1-H5 

BLASTX 

gl00846 

263 

5.0e-23 

95 

65 

22K zein precursor (clone gZ22.8H3) - maize 
>gi_22179_emb_CAA43399^,(X61085) 22 kD alpha-zein [Zea 
mays] 





Seq. No. 


299211 


*srxr 


Seq. ID. 


LIB3152-029-P1-K1-C1 


=p 


Method 


BLASTX 




NCBI GI 


g22220 




BLAST score 


216 




E value 


2.0e-17 


CP 


Match length 


97 




% identity 


54 




NCBI Description 


(X55723) 22 kD zein 


a i 


Seq. No. 


299212 




Seq. ID 


LIB3152-029-P1-K1-C6 




Method 


BLASTX 


LJ 


NCBI GI 


g4185308 




BLAST score 


262 




E value 


7.0e-23 




Match length 


77 




% identity 


70 




NCBI Description 


(AF090446) 22-kDa al 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299213 

LIB3152-029-P1-K1-C8 

BLASTX 

g224509 

165 

5.0e-12 

58 

62 

zein E19 [Zea mays] 
299214 

LIB3152-029-P1-K1-D1 

BLASTX 

gl00938 

187 

4.0e-14 



42062 



JSSS. 

B 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



69 
62 

zein precursor 
zein precursor 



- maize >gi_22442_emb_CAA32513_ 
(AA -21 to 90) [Zea mays] 



(X14335) 



299215 

LIB3152-029-P1-K1-E1 

BLASTX 

g72307 

260 

4.0e-26 

90 

79 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

299216 

LIB3152-029-P1-K1-F1 

BLASTX 

gl41608 

186 

2.0e-26 

112 

65 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 100943 pir .S15655 
zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

299217 

LIB3152-029-P1-K1-F11 

BLASTX 

gl41597 

236 

6.0e-20 

68 

72 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314^pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

299218 

LIB3152-029-P1-K1-F4 

BLASTX 

g2832247 

367 

3.0e-35 

95 

83 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
299219 

LIB3152-029-P1-K1-F8 

BLASTX 

g2832246 

254 

5.0e-22 



42063 



Match length 

% identity 

NCBI Description 



55 
95 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 



Seq. No. 


299220 


Seq. ID 


LIB3152-030-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g224507 


BLAST score 


249 


E value 


2.0e-21 


Match length 


94 


% identity 


60 


NCBI Description 


zein Al [Zea mays] 


Seq. No. 


299221 


Seq. ID 


LIB3152-030-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


gl68673 


BLAST score 


90 


E value 


5.0e-43 


Match length 


90 


% identity 


100 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 


Seq. No. 


299222 


Seq. ID 


LIB3152-030-P1-K1-F8 


Method - 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


192 


E value 


1.0e-14 


Match length 


98 


% identity 


48 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


299223 


Seq. ID 


LIB3152-031-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


382 


E value 


6.0e-37 


Match length 


82 


% identity 


90 


NCBI Description 


glycine-rich protein - maize >gi_22293_emb_CAA43431 




(X61121) glycine-rich protein [Zea mays] 


Seq. No. 




Seq. ID 


LIB3152-031-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


86 


E value 


7.0e-41 


Match length 


138 


% identity 


91 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 




>gi_270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 299225 



42064 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3152-031-P1-K1-B9 

BLASTX 

gl41605 

435 

3.0e-43 

103 

88 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

299226 

LIB3152-031-P1-K1-F12 

BLASTX 

gl68695 

162 

3.0e-ll 

43 

63 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 

299227 

LIB3152-031-P1-K1-F9 

BLASTX 

g322870 

532 

2.0e-61 

120 

99 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) - 
maize (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



299228 

LIB3152-031-P1-K1-G6 

BLASTN 

gl68484 

295 

1.0e-165 

359 

96 

Maize endosperm glutelin-2 gene, 
299229 

LIB3152-031-P1-K1-H11 

BLASTX 

g508545 

245 

2.0e-29 

98 

77 

(L34340) zein [Zea mays] 
299230 

LIB3152-031-P1-K1-H4 

BLASTX 

gl68695 



complete cds 



42065 



BLAST score 


213 


E value 


4.0e-17 . -■; 


Match length 


37 


% identity 


100 


NCBI Description 


(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 




zein gamma [Zea mays] 


Seq. No. 


299231 


Seq. ID 


LIB3152-031-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2739333 


BLAST score 


359 


E value 


1.0e-34 


Match length 


79 


% identity 


24 


NCBI Description 


(U74318) polyubiquitin [Schizophyllum commune] 


Seq. No. 


299232 


Seq. ID 


LIB3152-032-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


168 


E value 


6.0e-12 


Match length 


97 


% identity 


49 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


299233 


Seq. ID 


LIB3152-032-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


275 


E value 


1.0e-153 


Match length 


351 


% identity 


10 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 


Seq. No. 


299234 


Seq. ID 


LIB3152-032-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


gl68675 


BLAST score 


164 


E value 


3.0e-87 


Match length 


352 


% identity 


87 


NCBI Description 


Maize mutant zein (zE19) gene, complete cds 


Seq. No. 


299235 


Seq. ID 


LIB3152-032-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g2995383 


BLAST score 


80 


E value 


3.0e-37 


Match length 


128 


% identity 


92 


NCBI Description 


Zea mays mays mRNA for cytochrome P450 monooxygenase, 




partial 



42066 



Seq. No. 


299236 


Seq. ID 


LIB3152-032-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl00940 


BLAST score 


264 


E value 


3.0e-23 


Match length 


97 


% identity 


63 


NCBI Description 


zein zAl - maize 


Seq. No. 


299237 


Seq. ID 


LIB3152-033-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


220 


E value 


7.0e-18 


Match length 


47 


% identity 


98 


NCBI Description 


zein A20 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299238 

LIB3152-033-P1-K1-C12 

BLASTX 

gl41617 

189 

8.0e-22 

52 

98 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299239 

LIB3152-033-P1-K1-C4 

BLASTX 

gl68699 

318 

5.0e-43 

106 

92 

(M60836) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299240 

LIB3152-033-P1-K1-E4 

BLASTN 

g22537 

79 

8.0e-37 

111 

61 

Maize mRNA for zein polypeptide (clone M6) 



Seq. No. 
Seq. ID 



299241 

LIB3152-033-P1-K1-F1 



42067 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl68704 

208 

1.0e-113 

215 

100 

Zea mays zein protein gene, complete cds 
299242 

LIB3152-033-P1-K1-G1 

BLASTX 

gl41617 

240 

3.0e-20 

58 

78 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi 168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299243 


Seq. ID 


LIB3152-033-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


132 


E value 


2.0e-68 


Match length 


180 


% identity 


94 


NCBI Description 


Maize Zcl gene for Zein Zcl {'. 


Seq. No. 


299244 


Seq. ID 


LIB3152-033-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2393775 


BLAST score 


435 


E value 


4.0e-43 


Match length 


115 


% identity 


73 


NCBI Description 


(U82230) prolamin box binding 


Seq. No. 


299245 


Seq. ID 


LIB3152-033-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g!68679 


BLAST score 


87 


E value 


2.0e-41 


Match length 


118 


% identity 


95 


NCBI Description 


Maize 19 kDa zein mRNA, clone 



(14 kD zein-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_270687_gb_I03334_ Sequence 9 from Patent US 
299246 

LIB3152-033-P1-K1-H8 

BLASTX 

g4185308 



42068 



BLAST score 


258 


E value 


1.0e-22 


Match length 


68 


% identity 


79 


NCBI Description 


(AF090446) 22-kDa alpha : 


Seq. No. 


299247 


Seq. ID 


LIB3152-034-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


256 


E value 


3.0e-22 


Match length 


84 


% identity 


69 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


299248 


Seq. ID . 


LIB3152-034-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


261 


E value 


2.0e-25 


Match length 


135 


% identity 


64 


NCBI Description 


(L34340) zein [Zea mays] 


-; 

Seq. No. 


299249 


Seq. ID 


LIB3152-034-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


251 


E value 


1.0e-28 


Match length 


92 


% identity 


89 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72311_pir ZIZM2 19K 




>gi_2 252 9_emb_CAA2 4 7 2 3_ 


Seq. No. 


299250 


Seq. ID 


LIB3152-034-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


276 


E value 


2.0e-24 


Match length 


104 


% identity 


54 



KD) (CLONE A20) 
zein precursor (clone A! 
(V01476) zein [Zea mays] 



maize 



NCBI Description 



GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326j?ir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299251 

LIB3152-034-P1-K1-B3 

BLASTN 

g22514 



42069 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 

8.0e-63 

183 

92 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 
299252 

LIB3152-034-P1-K1-C6 

BLASTX 

gl41608 

230 

2.0e-19 

62 

77 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 





Seq. No. 


299253 




Seq. ID 


LIB3152-034-P1-K1-C7 




Method 


BLASTX 


i 


NCBI GI 


gl68701 




BLAST score 


303 




E value 


1.0e-27 


4= 


Match length 


73 


'i '"; 


% identity 


86 


M 


NCBI Description 


(M60837) zein [Zea mays] 


%£ = 


Seq. No. 


299254 


s 


Seq. ID 


LIB3152-034-P1-K1-D11 


'fSS. 


Method 


BLASTN 


4J 


NCBI GI 


gl68665 




BLAST score 


238 


£ i 


E value 


1.0e-131 




Match length 


266 




% identity 


97 




NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 




Seq. No. 


299255 




Seq. ID 


LIB3152-034-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


g22216 




BLAST score 


246 




E value 


6.0e-25 




Match length 


100 




% identity 


69 




NCBI Description 


(X55722) 22kD zein [Zea mays] 




Seq. No. 


299256 




Seq. ID 


LIB3152-034-P1-K1-D8 




Method 


BLASTX 




NCBI GI 


g2832243 




BLAST score 


226 




E value 


6.0e-19 




Match length 


70 




% identity 


71 




NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 



42070 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299257 

LIB3152-034-P1-K1-D9 

BLASTX 

gl-00938 

216 

1.0e-17 

76 

64 

zein precursor - maize >gi_224 42_emb_CAA32513_ (X14335) 
zein precursor . (AA -21 to 90) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299258 

LIB3152-034-P1-K1-E8 

BLASTX 

gll8926 

274 

2.0e-24 

102 

50 

DESSICAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781j?rf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299259 

LIB3152-034-P1-K1-F4 

BLASTX 

g508545 

232 

6.0e-25 

104 

63 

(L34340) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299260 

LIB3152-034-P1-K1-F6 

BLASTN 

gl276923 

39 

7.0e-13 

171 

80 

Zea perennis USDA Ames 21881 ITS1, 5.8S ribosomal RNA, ITS2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299261 

LIB3152-034-P1-K1-G1 

BLASTX 

g4140644 

366 

5.0e-35 

100 

77 

(AF090447) 22-kDa zein protein 12 [Zea mays] 



42071 



Seq. No.* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299262 

LIB3152-034-P1-K1-G7 

BLASTX 

g224507 

198 

3.0e-20 

98 

63 

zein Al [Zea mays] 
299263 

LIB3152-034-P1-K1-H7 

BLASTX 

gl41607 

286 

8.0e-26 

66 

89 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19.1J 

>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] >gi_168672 
(J01244) zein 19 kd protein (partial) [Zea mays] 



Seq. No. 


299264 


Seq. ID 


LIB3152-035-P1-K1-A8 




BLASTN 


NCBI GI 


g22544 


BLAST score 


62 


E value 


1.0e-26 


Match length 


206 


% identity 


78 


NCBI Description 


Maize mRNA (clone A30) for zein 


Seq. No. 


299265 


Seq. ID 


LIB3152-035-P1-K1-C7 


Method 


BLASTX 


NCBI' GI 


g72307 


BLAST score 


373 


E value 


8.0e-36 


Match length 


115 


% identity 


70 


NCBI Description 


22K zein precursor (clone pZ22.i 




(J01246) 26.99 kd zein protein 


Seq. No. 


299266 


Seq. ID 


LIB3152-035-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


50 


E value 


2.0e-19 


Match length 


142 


% identity 


82 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 


Seq. No. 


299267 


Seq. ID 


LIB3152-035-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl351303 



I) - maize 
[Zea mays] 



>gi_16868 6 



42072 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211 

4.0e-17 ;v - 

91 

47 

IND0LE-3-GLYCER0L PHOSPHATE SYNTHASE PRECURSOR (IGPS) 
>gi_619732 (U18770) indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 

299268 

LIB3152-035-P1-K1-E5 

BLASTN 

g3342031 

53 

2.0e-21 

65 

97 

Oryza sativa 18S small subunit ribosomal RNA gene, complete 
sequence 

299269 

LIB3152-035-P1-K1-E7 

BLASTX 

g629861 

205 

1.0e-28 

101 

66 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

299270 

LIB3152-036-P1-K1-A1 

BLASTN 

g4140643 

190 

1.0e-103 
206 

'25 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

299271 

LIB3152-036-P1-K1-A12 

BLASTN 

g22326 

67 

2.0e-29 

115 

90 

Z.mays gene for Hageman factor inhibitor 
299272 

LIB3152-036-P1-K1-B4 

BLASTX 

gl68701 

434 

6.0e-43 



42073 





Match length 


120 




% identity v 


78' 




NCBI Description 


(M60837) zein [Zea mays] 




Seq. No. 


299273 




Seq. ID 


LIB3152-036-P1-K1-E5 




Method 


BLASTX 




NCBI GI 


g22216 




BLAST score 


177 




E value 


2.0e-13 




Match length 


59 




% identity 


64 




NCBI Description 


(X55722) 22kD zein [Zea : 




Seq. No. 


299274 




Seq. ID 


LIB3152-036-P1-K1-E7 




Method 


BLASTX 




NCBI GI 


g22216 




BLAST score 


149 




E value 


5.0e-10 




Match length 


85 


CP 


% identity 


55 


fjj._j 


NCBI Description 


(X55722) 22kD zein [Zea i 




Seq. No. 


299275 


a : 


Seq". ID 


LIB3152-036-P1-K1-H9 




Method 


BLASTX 


™ 


NCBI GI 


gl41615 


5 


BLAST score 


252 




E value 


7.0e-22 




Match length 


78 




% identity 


68 




NCBI Description 


ZEIN-ALPHA PRECURSOR (22 



>gi_2 253 6_emb_CAA2 4 7 2 7_ 



KD) (CLONE PZ22.3) 
(V01480) zein protein 3 [Zea mays] 



Seq. No. 


299276 




Seq. ID 


LIB3152-039-P1-K1-D4 




Method 


BLASTN 




NCBI GI 


g22447 




BLAST score 


217 




E value 


1.0e-119 




Match length 


225 




% identity 


99 




NCBI Description 


Zea mays ZMPMS2 gene for 19 kDa 


zein protein 


Seq. No. 


299277 




Seq. ID 


LIB3152-039-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


gl41617 




BLAST score 


239 




E value 


3.0e-20 




Match length 


107 




% identity 


50 




NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2) (16 


! KD) (ZEIN ZC1) 




>gi 100941_pir S12140 zein Zcl 


- maize 




>gi 100945 pir B29017 zein 2 - 


maize 




>gi 22515 emb CAA37595 (X53515) 


zein Zcl [Zea mays] 



42074 



>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299278 


Seq. ID 


. LIB3152-039-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


gl68685 


BLAST score 


117 


E value 


4 .Oe-59 


Match length 


181 


% identity 


94 


NCBI Description 


Maize 22 led (Mw=26.99 kd 


Seq. No. 


299279 


Seq. ID 


LIB3152-039-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


109 


E value 


2.0e-54 


Match length 


113 


% identity 


99 


NCBI Description 


Maize endosperm glutelin- 


Seq. No. 


299280 


Seq. ID 


LIB3152-040-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


235 


E value 


1.0e-19 


Match length 


104 


% identity 


52 


NCBI Description 


(AF031569) 22-kDa alpha : 


Seq. No. 


299281 


Seq. ID 


LIB3152-040-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


483 


E value 


8.0e-49 


Match length 


118 


% identity 


86 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72311_pir ZIZM2 19K 




>gi_2 252 9_emb_CAA2 4 7 2 3_ 


Seq. No. 


y«\ a a a a a 

299282 


Seq. ID 


LIB3152-040-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g67155 


BLAST score 


345 


E value 


8 . Oe-33 


Match length 


88 


% identity 


84 


NCBI Description 


pyruvate, orthophosphate < 




maize 


Seq. No.^ 


299283 


Seq. ID 


LIB3152-040-P1-K1-D8 



zein protein 3, mRNA 



-2 gene, complete cds 



KD) (CLONE A20) 
zein precursor (clone A20) 
(V01476) zein [Zea mays] 



- maize 



(EC 2.7.9.1) precursor - 



42075 



Method 

NCBI Gi' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832246 

226 

8.0e-19 

58 
84 

(AF031569) 



22-kDa alpha zein 8 [Zea mays] 



299284 

LIB3152-040-P1-K1-E9 

BLASTX 

g3643809 

144 

4.0e-09 

79 

42 

(AF062346) zinc finger protein 216 splice variant 1 [Homo 
sapiens] >gi_3643811 (AF062347) zinc finger protein 216 
splice variant 2 [Homo sapiens] >gi_3668066 (AF062072) zinc 
finger protein 216 [Homo sapiens] 



Seq, No. 


299285 


Seq. ID 


LIB3152-040-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl41614 


BLAST score 


205 


E value 


3.0e-16 


Match length 


78 


% identity 


60 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 




>gi 82662_pir B22831 22K zein precursor (clone Ml) 




>gi 22527 emb CAA24722 (V01475) reading frame zein 




mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 


Seq. No. 


299286 


Seq. ID 


LIB3152-040-P1-K1-G2 


Method 


BLASTN *> . 


NCBI GI 


g22445 


BLAST score 


52 


E value 


1.0e-20 


Match length 


80 


% identity 


91 


NCBI Description 


Zea mays ZMPMS1 gene for 19 kDa zein protein 


Seq. No. 


299287 


Seq. ID 


LIB3152-040-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl41602 


BLAST score 


149 


E value 


4-.0e-10 


Match length 


35 


% identity 


80 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 



>gi_82658_pir A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 



Seq. No. 



299288 



42076 



o 



Seq. ID 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



LIB3152-041-P1-K1-A8 

BLASTX 

gl41605 

142 

7.0e-18 

64 

71 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

299289 

LIB3152-041-P1-K1-B12 

BLASTX 

g22216 

230 

3.0e-19 

98 

53 

(X55722) 22kD zein [Zea mays] 
299290 

LIB3152-041-P1-K1-B2 

BLASTX 

gl742187 

177 ' • 

6.0e-13 

101 

41 * 

(D90771) ORF_ID:o260#14; similar to [SwissProt Accession 
Number P11666] [Escherichia coli] >gi_1742198_dbj_BAA14 933_ 
(D90772) ORF_ID:o260#14; similar to [SwissProt Accession 
Number P11666] [Escherichia coli] >gi_1787591 (AE000231) 
orf, hypothetical protein [Escherichia coli] 

299291 

LIB3152-041-P1-K1-C5 

BLASTX 

g!68701 

387 

2.0e-37 

111 

77 

(M60837) zein [Zea mays] 
299292 

LIB3152-041-P1-K1-D2 

BLASTX 

g224507 

161 

5.0e-ll 

123 

34 

zein Al [Zea mays] 
299293 

LIB3152-041-P1-K1-F12 



42077 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 7^ ' ' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3063449 

"247 

4.0e-21 

56 

84 

(AC003981) F22013.ll [Arabidopsis thaliana] 
299294 

LIB3152-041-P1-K1-F2 

BLASTX' 

g3024552 

237 

5.0e-20 

89 

64 

RAS- RELATED PROTEIN RGP2 {GTP-BINDING REGULATORY PROTEIN 

RGP2) >gi_419797j?ir S30273 GTP-binding protein rgp2 - 

rice >gi_218204_dbj_BAA02437_ (D13152) GTP binding protein 

[Oryza sativa] >gi_446772_prf 1912297A rgp2 gene [Oryza 

sativa] 

299295 

LIB3152-041-P1-K1-G6 . 

BLASTX 

g72307 ' 

213 

3.0e-17 

65 

69 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

299296 

LIB3152-041-P1-K1-H3 

BLASTX 

gl41617 

265 

3.0e-23 

48 

98 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 
>gi 100941 pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 -.maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299297 

LIB3152-041-P1-K1-H7 

BLASTX 

gl41617 

238 

4.0e-20 

81 

59 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 -KD) (ZEIN ZC1) 
>gi_100941_pir S12140 zein Zcl --maize 



42078 



>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299298 


Seq. ID 


LIB3152-042-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


177 


E value 


7.0e-13 


Match length 


93 


% identity 


46 


NCBI Description 


(AF031569) 22-kDa alpha zein 8 


Seq. No. 


299299 


Seq. ID 


LIB3152-042-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g72307 


BLAST score ' 


216 


E value 


5.0e-18 


Match length 


51 


% identity 


86 


NCBI Description 


22K zein precursor (clone pZ22. 




(J01246) 26.99 kd zein protein 


Seq. No. 


299300 


Seq. ID 


LIB3152-042-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


222 


E value 


3.0e-18 


Match length 


45 


% identity 


89 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945__pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299301 

LIB3152-042-P1-K1-B12 

BLASTX 

gl703108 

418 

3.0e-41 

104 

76 

ACT IN 2/7 >gi_2129525_j>ir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

299302 

LIB3152-042-P1-K1-B5 

BLASTN 

g22544 



42079 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



75 

4.0e-34 

243 

84 

Maize mRNA (clone A30) for zein (a plant storage protein) 
299303 

LIB3152-042-P1-K1-D3 

BLASTX 

gl41597 

163 

3.0e-ll 

63 

60 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

299304 

LIB3152-042-P1-K1-D6 

BLASTX 

g72307 



BLAST score 


185 


E value 


6.0e-14 


Match length 


51 * 


% identity 


76 


NCBI Description 


22K zein precursor (clone pZ22.3) - maize >gi_168686 




(J01246) 26.99 kd zein protein [Zea mays] 


Seq. No. 


299305 


Seq. ID 


LIB3152-042-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


216 


E value 


1.0e-118 


Match length 


252 


% identity 


96 


NCBI Description 


Zea mays zein protein gene, complete cds 


Seq. No. 


299306 


Seq. ID 


LIB3152-042-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


189 


E value 


1.0e-102 


Match length 


258 


% identity 


95 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299307 

LIB3152-042-P1-K1-H4 

BLASTN 

gl68700 

154 

3.0e-81 

210 



42080 



% identity 


94 . 


NCBI Description 


Z.mays zein mRNA, complete cds 

** 


Seq. No. 


299308 


Seq. ID 


LIB3152-043-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


238 


E value 


3.0e-20 


Match length " 


68 


% identity 


72 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


299309 


Seq. ID 


LIB3152-043-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g22518 


BLAST score 


62 


E value 


2.0e-26 


Match length 


134 


% identity 


89 


NCBI Description 


Zea mays gene encoding a zein < 


Seq. No. 


299310 


Seq. ID 


LIB3152-0437P1-K1-D12 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


165 


E value 


6.0e-88 


Match length 


237 


% identity 


77 


NCBI Description 


Maize 19 kDa zein mRNA, clone i 




>gi_270686_gb_I03333_ Sequence 


Seq. No. 


299311 


Seq. ID 


LIB3152-043-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


gl68679 


BLAST score 


100 


E value 


5.0e-49 


Match length 


302 


% identity 


88 


NCBI Description 


Maize 19 kDa zein mRNA, clone « 




>gi_270687_gb_I03334_ Sequence 


Seq. No. 


299312 


Seq. ID 


LIB3152-043-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


gl6072 


BLAST score 


163 


E value 


8.0e-87 


Match length 


219 


% identity 


94 


NCBI Description 


Acetabularia mediterranea zein 


Seq. No. 


299313 


Seq. ID 


LIB3152-043-P1-K1-D5 



(clone lambda-ZG99) 



US 



9 from Patent US 



42081 



Method 

NCBI" GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g4185305 

45 

2.0e-16 

77 
90 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
<sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 


299314 


Seq. ID 


LIB3152-043-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


454 


E value 


2.0e-45 


Match length 


118 


% identity 


80 


NCBI Description 


zein protein - maize >gi_168705 (M72708) 




mays] 


Seq. No. 


299315 


Seq. ID 


LIB3152-043-P1-K1-G12 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


55 


E value 


3.0e-22 


Match length 


91 


% identity 


46 


NCBI Description 


Z.mays Zdl tandem genes for zein Zdl (19 


Seq. No. 


299316 


Seq. ID 


LIB3152-043-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g511870 


BLAST score 


206 


E value 


3.0e-16 


Match length 


36 


% identity 


100 


NCBI Description 


(M23537) zein protein [Zea mays] 


Seq. No. 


299317 


Seq. ID 


LIB3152-043-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


118 


E value 


9.0e-60 


Match length 


238 


% identity 


88 


NCBI Description 


Zea mays cosmid IV.1E1 22-kDa alpha zein 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 
Seq. ID . 



299318 

LIB3152-043-P1-K1-H6 



42082 



Method 


BLASTN 




NCBI GI 


g22540 




BLAST score 


54 




E value 


4.0e-22 




Match length 


66 




% identity 


95 




NCBI Description 


Maize mRNA 


for lOkDa zein 


Seq. No. 


299319 




Seq. ID 


LIB3152-044 


-P1-K1-A5 


Method 


BLASTX 




NCBI GI 


g2832247 




BLAST score 


213 




E value 


6.0e-24 




Match length 


85 




% identity 


71 




NCBI Description 


(AF031569) 


22-kDa alpha ze 


Seq. No. 


299320 




Seq. ID 


LIB3152-044 


-P1-K1-B5 


Method 


BLASTX 




NCBI GI 


gl21472 




BLAST score 


210 




E value 


3.0e-17 




Match length 


67 




% identity 


58 




NCBI Description 


GLUTELIN 2 


PRECURSOR ."{ZEIN 



10 [Zea mays] 



lMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 
>gi 72326 pir ' ZMZM19 glutelin 2 precursor (clone pME119) - 
maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


299321 


Seq. ID 


LIB3152-044-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g508544 


BLAST score 


90 


E value 


5.0e-43 


Match length 


94 


% identity 


99 


NCBI Description 


Zea mays 24-kD alpha- 


Seq. No. 


299322 


Seq. ID 


LIB3152-044-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


235 


E value 


6.0e-20 


Match length 


62 


% identity 


81 


NCBI Description 


(X59526) zein protein 


Seq. No. 


299323 


Seq. ID 


LIB3152-044-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4539660 



(floury2), complete cds 



42083 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



197 

3.0e-15 

117 

36 

(AF061282) polyprotein [Sorghum bicolor] 



Seq. No. 


299324 


Seq. ID 


LIB3152-I 


Method 


BLASTX 


NCBI GI 


g629862 


BLAST score 


148 


E value 


2.0e-09 


Match length 


78 


% identity 


51 


NCBI Description 


zein Zdl 




zein Zdl 


Seq. No. 


299325 


Seq. ID 


LIB3152-I 


Method 


BLASTN 


NCBI GI 


gl68673 


BLAST score 


52 


E value 


8.0e-21 


Match length 


136 


% identity 


85 


NCBI Description 


Maize 19 


Seq. No. 


299326 


Seq. ID 


LIB3152-I 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


104 


E value 


2.0e-51 


Match length 


216 


% identity 


87 


NCBI Description 


Maize 19 




>gi_2706: 


Seq. No. 


299327 


Seq. ID 


LIB3152-I 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


286 


E value 


1.0e-25 


Match length 


113 


% identity 


54 



■K1-D2 



19K - maize >gi_535021_emb_CAA47 64 0_ (X67203) 
(19 kDa zein) [Zea mays] 



044-P1-K1-D9 



clone cZ19Bl, complete cds 



044-P1-K1-E2 



Sequence 8 from Patent US 



NCBI Description 



ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299328 

LIB3152-044-P1-K1-F5 

BLASTX 

g4140644 

342 



42084 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-32 

94 

77 

(AF090447) 22-kDa zein protein 12 [Zea mays] 
299329 

LIB3152-044-P1-K1-G11 

BLASTX 

gl41602 

202 

2.0e-23 

84 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658j?ir A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

299330 

LIB3152-044-P1-K1-G9 

BLASTX 

g2642636 

144 

1.0e-09 

42 

76 

(AF032471) ADP-glucose pyrophosphorylase small subunit 
[Citrullus lanatus] 

299331 

LIB3152-045-P1-K1-A12 

BLASTX 

gl41608 

192 

3.0e-15 

44 

86 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir^_S15655 
zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

299332 

LIB3152-045-P1-K1-C12 

BLASTN 

g22514 

233 

1.0e-128 
289 
95 ■ 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299333 

LIB3152-045-P1-K1-D10 

BLASTX 

g508545 

178 

6.0e-13 
107 



42085 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. - No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



45 

(L34340) zein [Zea mays] 
299334 

LIB3152-045-P1-K1-H11 

BLASTN 

g22516 

62 

2.0e-26 

174 

84 

Maize Zc2 gene for zein Zc2 



(28 kD glutelin-2) 



299335 

LIB3152-045-P1-K1-H2 

BLASTN 

g22524 

72 

2.0e-32 

130 

93 

Zea mays mRNA encoding a zein (clone ZG31A) 
299336 

LIB3152-04.6-P1-K1-A2 

BLASTN 

gl68679 

73 

5.0e-33 

97 

94 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds. 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 

299337 

LIB3152-046-P1-K1-E6 

BLASTX 

gl21472 

185 

7.0e-14 

101 

39 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

299338 

LIB3152-046-P1-K1-F1 

BLASTX 

g72307 

194 

6.0e-15 

112 

43 



42086 



NCBI Description 



22K zein precursor (clone pZ22.3) - maize >gi_168 68 6 
(J01246) 26.S>9 kd zein protein tZea mays] 





Seq. No. 


299339 




Seq. ID 


LIB3152-046-P1-K1-H2 




Method 


BLASTX 




NCBI GI 


gl68701 




BLAST score 


289 




E value 


1.0e-32 




Match length 


li6 




% identity 


75 




NCBI Description 


(M60837) zein [Zea mays] 




Seq. No. 


299340 




Seq. ID 


LIB3152-047-P1-K1-A9 




Method 


BLASTN 




NCBI GI 


g22524 




BLAST score 


277 




E value 


1.0e-154 


Is? 


Match length .. 


325 




% identity 


98 


SI 


NCBI Description 


Zea mays mRNA encoding a zein (clone ZG31A) 




Seq. No. 


299341 




Seq. ID 


LIB3152-047-P1-K1-C2 


==~ 


Method 


BLASTN 


Ms 


NCBI GI 


g22445 




BLAST score 


141 




E value 


2.0e-73 


£ 

S i 


Match length 


149 




% identity 


99 


Iks? 


NCBI Description 


Zea mays ZMPMS1 gene for 19 kDa zein protein 


c " 


Seq. No. 


299342 




Seq. ID 


LIB3152-047-P1-K1-C4 




Method 


BLASTX 


'baa? 


NCBI GI 


g508545 




BLAST score 


176 




E value 


4 . Oe-27 




Match length 


106 




% identity 


73 




NCBI Description 


(L34340) zein [Zea mays] 




Seq. No. 


299343 




Seq. ID 


LIB3152-047-P1-K1-D2 




Method 


BLASTX 




NCBI GI 


g72307 




BLAST score 


161 




E value 


3.0e-21 




Match length 


107 




% identity 


65 




NCBI Description 


22K zein precursor (clone pZ22.3) - maize >gi 






(J01246) 26.99 kd zein protein [Zea mays] 




Seq. No. 


299344 




Seq. ID 


LIB3152-047-P1-K1-E7 




Method 


BLASTN 



42087 



NCBI GI 


g22544 


BLAST score 


94 


E value 


1.0e-45 


Match length 


193 


% identity 


93 


NCBI Description 


Maize mRNA (clone A30) for ze. 


Seq. -No. 


299345 


Seq. ID 


LIB3152-047-P1-K1-F6 


Method 


BLAST N 


NCBI GI 


g22522 


BLAST score 


237 


E value 


1.0e-130 


Match length 


319 


% identity 


94 


NCBI Description 


Zea mays gene encoding a zein 


Seq. No. 


299346 


Seq. ID 


LIB3 152-04 8-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


394 


E value 


2.0e-38 


Match length 


110 


% identity . 


67 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2) 



>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299347 




Seq. ID 


LIB3152-048-P1-K1-C3 




Method 


BLASTX 




NCBI GI 


g2832246 




BLAST score 


287 




E value 


1.0e-25 . 




Match length 


96 




% identity 


65 




NCBI Description 


(AF031569) 22-kDa alpha zein 


8 [Zea 


Seq. No. 


299348 




Seq. ID 


LIB3152-048-P1-K1-C4 . 




Method 


BLASTX 




NCBI GI 


g2194132 




BLAST score 


179 




E value 


4.0e-13 




Match length 


129 




% identity 


36 




NCBI Description 


(AC002062) No definition line 


found 


Seq. No. 


299349 




Seq. ID 


LIB3152-048-P1-K1-D9 




Method * 


BLASTX 




NCBI GI 


gl00846 




BLAST score 


319 




E value 


1.0e-29 





42088 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
75 

22K zein precursor (clone gZ22.8H3) - maize 
>gi_22179_emb_CAA43399_ (X61085) 22 kD alpha-zein [Zea 
mays] 

299350 

LIB3152-048-P1-K1-F4 

BLASTX 

g4519539 

280 

6.0e-25 

86 

60 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domes tica] 



Seq. No. 


299351 


Seq. ID . 


LIB3152-048-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


171 


E value . 


2.0e-91 


Match length 


351 


% identity 


84 


NCBI Description 


Zea mays zein protein 


Seq. No. 


299352 


Seq. ID 


LIB3152-048-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


202 


E value 


4.0e-16 


Match length 


80 


% identity 


59 


NCBI Description 


ZEIN-ALPHA PRECURSOR i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



KD) (CLONE 19C2) 

>gi_72312j?ir ZIZM92 19K zein precursor (clone CZ19.C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

299353 

LIB3152-048-P1-K1-H4 

BLASTX 

gl68695 

262' 

3.0e-23 

67 

69 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299354 

LIB3152-048-P1-K1-H9 

BLASTX 

gl41603 

452 

4.0e-45 
95 



42089 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

■BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

299355 

LIB3152-04 9-P1-K1-C1 

BLAST N 

gl68694 

110 

6.0e-55 

162 

92 

Maize gamma zein mRNA, partial cds 
299356 

LIB3152-049-P1-K1-C2 

BLAST X 

gl41607 

272 

5.0e-24 

66 

82 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19.1) 

>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] >gi_168672 
(J01244) zein 19 kd protein (partial) [Zea mays] 



Seq. No. 


299357 


Seq. ID 


LIB3152-04 9-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


292 


E value 


1.0e-163 


Match length 


371 


% identity 


97 


NCBI Description 


Maize 19 kDa zein mRNA, clone c! 




>gi_270686_gb_I03333_ Sequence i 


Seq. No. 


299358 


Seq. ID 


LIB3152-04 9-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g22537 


BLAST score 


69 


E value 


1.0e-30 


Match length 


125 


% identity 


90 


NCBI Description 


Maize mRNA for zein polypeptide 


Seq. No. 


299359 


Seq. ID 


LIB3152-04 9-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl68480 


BLAST score 


78 


E value 


7.0e-36 


Match length 


146 


% identity 


88 


NCBI Description 


Maize embryo globulin S allele 



8 from Patent US 



(clone M6) 



42090 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299360 . 

LIB3152-04 9-P1-K1-H9 

BLASTX 

gl41597 

150 

3.0e-10 

37 

81 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

299361 

LIB3152-050-P1-K1-B3 

BLASTX 

gl41617 

317 

2.0e-29 

107 

59 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi__22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea .mays] 



Seq. No. 


299362 


Seq. ID 


LIB3152-050-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


196 


E value 


1.0e-106 


Match length 


322 


% identity 


11 


NCBI Description 


Zea mays 22-kDa alpha zein gene i 


Seq. No. 


299363 


Seq. ID 


LIB3152-050-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


73 


E value 


3.0e-33 . 


Match length 


85 


% identity 


48 


NCBI Description 


Z.mays Zdl tandem genes for zein 


Seq. No. 


299364 


Seq. ID 


LIB3152-050-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


g22548 


BLAST score 


194 


E value 


1.0e-105 


Match length 


194 


% identity 


100 


NCBI Description 


Maize chimeric zein/beta-phaseol: 



42091 



Seq. No. . 


299365 


Seq. ID 


LIB3152-050-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


52 


E value 


1 . Oe-20 


Match length 


76 


% identity 


46 


NCBI Description 


Z.mays Zdl tandem genes for 


Seq. No. 


299366 


Seq. ID 


LIB3152-050-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2911059 


BLAST score 


162 


E value 


3. Oe-11 


Match length 


75 


% identity 


45 


NCBI Description 


(AL021961) putative protein 


Seq. No. 


299367 


Seq. ID 


LIB3152-050-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


116 


E value 


1.0e-58 


Match length 


228 


% identity 


89 


NCBI Description 


Maize Zcl gene for Zein Zcl 


Seq. No. 


299368 


Seq. ID 


LIB3152-051-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


274 


E value 


2.0e-24 


Match length 


82 


% identity 


65 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


299369 


Seq. ID 


LIB3152-051-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl41606 


BLAST score 


315 


E value 


4.0e-29 


Match length 


112 


% identity 


62 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KDi 



(14 kD zein-2) 



(CLONE 19D1) 

>gi_72309_pir ZIZMD1 19K zein precursor (clone CZ19D1) • 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299370 

LIB3152-051-P1-K1-C11 

BLASTX 

gl68701 



42092 



BLAST score 303 . 

E value 9.0e-28 

Match length 93 

% identity 72 

NCBI Description (M60837) zein [Zea mays] 



Seq. No. 


299371 


Seq. ID 


LIB3152-051-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


184 


E value 


2.0e-25 


Match length 


98 


% identity 


73 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


299372 


Seq. ID 


LIB3152-051-P1-K1-C2 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


94 


E value 


2.0e-45 


Match length 


260 


% identity 


84 


NCBI Description 


Maize gene for a 27kDa storage protein, zein 


Seq. No. 


299373 


Seq. ID 


LIB3152-051-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


118 


E value 


7.0e-60 


Match length 


226 


% identity 


12 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete 


Seq. No. 


299374 


Seq. ID 


LIB3152-051-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


258 


E value 


2.0e-22 


Match length 


96 


% identity 


- 62 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 



>gi_72314 jpir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299375 

LIB3152-051-P1-K1-F5 

BLASTX 

g2832243 

198 

3.0e-15 

104 

54 



42093 



NCBI Description 



(AF031569) 22-kDa alpha zein 4 [Zea mays] 



Seq. No. 


299376 


Seq. ID 


LIB3 152-05 1-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl41604 


BLAST score 


231 


E value 


2.0e-19 


Match length 


89 


% identity 


58 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (i 




>gi_72310_pir ZIZM91 19K zein 




maize >gi_168678 (M12146) 19 k! 


Seq. No. 


299377 


Seq. ID 


LIB3152-051-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g224513 


BLAST score 


145 


E value 


2.0e-ll 


Match length 


74 


% identity 


61 


NCBI Description 


zein M6 [Zea mays] 


Seq. No. 


299378 


Seq. ID 


LIB3152-053-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


39 


E value 


5.0e-13 


Match length 


115 


% identity 


83 


NCBI Description 


Maize 19 kDa zein mRNA, clone < 




>gi_270686_gb_I03333_ Sequence 


Seq. No. 


299379 


Seq. ID 


LIB3152-053-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g22220 


BLAST score 


. 249 


E value 


1.0e-21 


Match length 


70 


% identity 


76 


NCBI Description 


(X55723) 22 kD zein [Zea mays] 


Seq. No. 


299380 


Seq. ID 


LIB3152-053-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl41601 


BLAST score 


237 


E value 


6.0e-20 


Match length 


63 


% identity 


76 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (< 




>gi 82657_pir S03417 19K zein 




maize >gi 22543 emb_CAA29340_ 




1 - 234) [Zea mays] 



complete cds. 
Patent US 



(AA 



42094 



Seq. No. 


299381 


Seq. ID 


LIB3152-053-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


g340933 


BLAST score 


37 


E value 


9.0e-12 


Match length 


77 


% .identity 


87 


NCBI Description 


Zea mays 10-kDa zein gene, complete cds 


Seq. No. 


299382 


Seq. ID 


LIB3152-053-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl68703 


BLAST score 


205 


E value 


1.0e-16 


Match length 


55 


% identity 


76 


NCBI Description 


(M86591) 22 kDa zein protein [Zea mays] 


Seq. No. 


299383 


Seq. ID 


LIB3152-053-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


115 


E value 


4.0e-58 


Match length 


166 


% identity 


94 


NCBI Description 


Maize endosperm glutelin-2 gene, complete 


Seq. No. 


299384 


Seq. ID 


LIB3152-053-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


159 


E value 


2.0e-84 


Match length 


191 ' 


% identity 


11 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, < 


Seq. No. 


299385 


Seq. ID 


LIB3152-053-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3790102 


BLAST score 


276 


E value 


2.0e-26 


Match length 


110 


% identity 


57 


NCBI Description 


(AF095521) pyrophosphate-dependent phosphi 




alpha subunit [Citrus X paradisi] 


Seq. No. 


299386 


Seq. ID 


LIB3152-053-P1-K1-G4 


Method 


BLASTN 


NCBI GI 


gl68661 


BLAST score 


96 



42095 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-46 

308 

91 

Maize 15 kDa zein mRNA, clone CZ15A3, complete cds 
299387 

LIB3152-054-P1-K1-A10 

BLASTN 

g2393774 

197 

1.0e-107 " 

269 

94 

Zea mays endosperm-specific prolamin box binding factor 
(PBF) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299388 

LIB3152-054-P1-K1-B2 

BLASTX 

g629861 

289 

4.0e-26 

85 

74 

zein Zdl, 19K - maize 
zein Zdl (19 kDa zein) 



>gi_5 3502 0_emb_CAA4 7 6 3 9_ 
[Zea mays] 



(X67203) 



299389 

LIB3152-054-P1-K1-B6 

BLASTN 

g4140643 

73 

4.0e-33 

133 

36 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 


299390 


Seq. ID 


LIB3152-054-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g22445 


BLAST score 


142 


E value 


4.0e-74 


Match length 


310 


% identity 


86 


NCBI Description 


Zea mays ZMPMS1 gene for 19 


Seq. No. 


299391 


Seq. ID 


LIB3152-054-P1-K1-D9 


Method 


' BLASTN 


NCBI GI 


g22516 


BLAST score 


72 


E value 


1.0e-32 


Match length 


128 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein Zc2 



42096 



Seq. No. 


299392 


Seq. ID 


LIB31 52-054 -P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


564 


E value 


3.0e-58 


Match length 


123 


% identity 


95 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


299393 


Seq. ID 


LIB3152-054-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


195 


E value 


3.0e-15 


Match length 


47 


% identity 


81* 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 



zein, 19K - maize 
zein [Zea mays] 



) (PMS1) >gi_100943_pir S15655 

>gi 22446 emb CAA37651_ (X53582) 19 kDa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299394 

LIB3152-054-P1-K1-E5 

BLASTX 

g531829 

156 

5.0e-ll 

61 

59 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

299395 

LIB3152-054-P1-K1-F2 

BLASTX 

gl41608 

223 

3.0e-18 

56 

86 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

299396 

LIB3152-054-P1-K1-F3 

BLASTX 

g419803 

275 

1.0e-24 

89 
57 

zein protein - maize >gi_ 
mays] 



168705 (M72708) zein protein [Zea 



42097 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299397 

LIB3152-054-P1-K1-G6 

BLASTN 

g22514 

205 

l.Oe-111 

312 
92 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 
299398 

LIB3152-054-P1-K1-G7 

BLASTX 

gl41615 

171 

2.0e-12 

56 

71 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE'*PZ22 . 3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 

299399 

LIB3152-054-P1-K1-G9 

BLASTX 

gl41605 

317 

2.0e-29 

90 

78 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi 168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


299400 


Seq. ID 


LIB3152-054-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g22540 


BLAST score 


137 


E value 


3.0e-71 


Match length 


156 


% identity 


98 


NCBI Description 


Maize mRNA for lOkDa zein 


Seq. No. 


299401 


Seq. ID 


LIB3152-054-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl41616 


BLAST score 


380 ■ 


E value 


9.0e-37 


Match length 


84 


% identity 


81 


NCBI Description 


ZEIN-BETA PRECURSOR (16 K! 



^Seq. No. 
Seq. ID 
Method 



(ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

299402 

LIB3152-056-P1-K1-B3 
BLASTN 



42098 



y e 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq: ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gl68675 
246 

1.0e-136 

336 
94 

Maize mutant zein (zE19) gene, complete cds 
299403 

LIB3152-056-P1-K1-C6 

BLASTN - 

gl68681 

227 

1.0e-125 

320 

93 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds, 
>gi_270686_gb_l03333_ Sequence 8 from Patent US 

299404 

LIB3152-056-P1-K1-E6 

BLASTN 

g22514 

293 

1.0e-164 

335 
97 



NCBI Description^ Maize Zcl gene for Zein Zcl (14 kD zein-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299405 

LIB3152-056-P1-K1-H6 

BLASTX 

gl68664 

233 

2.0e-19 

90 

53 

(M13507) zein protein precursor [Zea mays] 
299406 

LIB3152-057-P1-K1-A1 

BLASTN 

g22537 

54 

6.0e-22 

142 

85 

Maize mRNA for zein polypeptide (clone M6) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299407 

LIB3152-057-P1-K1-A2 

BLASTX 

g2832246 

224 

7.0e-19 

102 

61 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 



42099 



Seq, No. 


299408 


Seq. ID 


LIB3 152-057 -P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g662367 


BLAST score 


83 


E value 


6. Oe-39 


Match length 


159 


% identity 


88 


NCBI Description 


Zea mays f arnesyl, pyrophc 




complete cds 


Seq. No. 


299409 


Seq. ID 


LIB3152-057-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


223 


E value 


2 . 0e-18 


Match length 


68 


% identity 


68 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


299410 


Seq. ID 


T X O O 1 CO ACT n1 T/1 r-j -t 

LIB3152-057-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


64 


E value 


2 . Oe-27 


Match length 


.96 


% identity 


37 


NCBI Description 


Z.mays Zdl tandem genes : 


Seq. No. 


299411 


Seq. ID 


LIB3152-057-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl4 1603 


oLi/io i score 




E value 


6.0e-09 


Match length 


52 


% identity 


73 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72311 pir ZIZM2 19K 




>gi 22529 emb CAA24723 



KD) (CLONE A20) 
zein precursor (clone A; 
(V01476) zein [Zea mays] 



- maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299412 

LIB3152-057-P1-K1-B2 

BLASTX 

gl41605 

215 

1.0e-17 

68 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 



299413 



42100 



Seq. ID 


LIB3152- 


057-P1-5JC1-B3 


Method 


BLASTX 


NCBI GI , 


g508545 




BLAST score 


229 




E value 


6. Oe-19 




Match length 


95 




% identity 


57 




NCBI Description 


(L34340) 


zein [Zea mays] 


Seq. No. 


299414 




Seq. ID 


LIB3152- 


057-P1-K1-B5 


Method 


BLASTX 




NCBI GI 


— O O A C 1 A 

g224514 




BLAST score 


225 




E value 


1.0e-18 




Match length 


63 




% identity 


76 




NCBI Description 


zein M8 


[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score • 

E value -. 

Match length 

% identity 

NCBI Description 



299415 

LIB3152-057-P1-K1-B7 

BLASTX 

g629861 

225 

1.0e-18 

79 

61 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Q Seq. No. 

Seq. ID 
L-_ Method 
^ NCBI GI 
kJ BLAST score 
Q E value 

Match length 

% identity 

NCBI Description 



299416 

LIB3152-057-P1-K1-B8 

BLASTN 

gl68484 

147 

5.0e-77 

159 

98 

Maize endosperm glutelin-2 gene, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299417 

LIB3152-057-P1-K1-C2 

BLASTX 

gl68699 

393 

3.0e-38 

102 

79 

(M60836) zein [Zea mays] 
299418 

LIB3152-057-P1-K1-C4 

BLASTX 

gl68699 

185 

3.0e-14 
73 



42101 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

(M60836) 



zein [Zea mays] 



299419 

LIB3152-057-P1-K1-C5 

BLASTX 

g72307 

336 

2.0e-31 

113 

65 

22K zein precursor {clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

299420 

LIB3152-057-P1-K1-C6 

BLASTX 

gl41603 

235 

8.0e-20 

81 

68 

ZEIN- ALP HA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



maize 



Lis 



Seq. No. 


299421 


Seq. ID 


LIB3152-057-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


150 


E value 


6.0e-10 


Match length 


74 


% identity 


49 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


299422 


Seq. ID 


LIB3152-057-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g82659 


BLAST score 


294 


E value 


1.0e-26 


Match length 


75 


% identity 


79 


NCBI Description 


19K zein precursor (clone 




>gi_4 3887 02_emb_CAA2 4 7 1 9_ 


Seq. No. 


299423 


Seq. ID 


LIB3152-057-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g22528 


BLAST score 


117 


E value 


3.0e-59 


Match length 


292 


% identity 


85 


NCBI Description 


Zea mays mRNA encoding a ; 



42102 



Seq. No. 


299424 


Seq. ID 


LIB3152-057-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl68693 


BLAST score 


359 


E value 


3.0e-34 


Match length 


' 114 


% identity 


67 


NCBI Description 


(M29627) zein [Zea mays] 


Seq. No. 


299425 


Seq. ID 


LIB3152-057-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2828011 


BLAST score 


46 


E value 


5.0e-17 


Match length 


102 


% identity 


86 


NCBI Description 


Zea mays starch synthase 



gene encoding plastid protein, complete cds 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299426 

LIB3152-057-P1-K1-D6 

BLASTX 

g!41616 

316 

4.0e-29 

93 

68 

ZEIN-BETA PRECURSOR (16 KD) ( ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

299427 

LIB3152-057-P1-K1-D8 

BLASTX 

gl68703 

221 

4.0e-18 

56 

79 

(M86591) 22 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299428 

LIB3152-057-P1-K1-E12 

BLASTX 

g2832243 

152 

2.0e-10 

42 

67 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299429 

LIB3152-057-P1-K1-E2 

BLASTX 

gl41617 

257 



42103 



E value 
Match length 
% identity 
NCBI Description 



2.0e-22 

108 

52 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_j>ir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595__ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299430 


Seq. ID 


LIB3152-057-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


gl68679 


BLAST score 


47 


E value 


2.0e-17 


Match length 


127 


% identity 


84 


NCBI Description 


Maize 19 kDa zein mRNA, clone 




>gi_270687_gb_I03334_ Sequeno 


Seq. No. 


299431 


Seq. ID 


LIB3152-057-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


273 


E value 


2.0e-24 


Match lengths 


79 


% identity 


76 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


299432 


Seq. ID 


LIB3152-057-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


271 


E value 


4.0e-24 


Match length 


67 


% identity 


79 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


299433 


Seq. ID 


LIB3152-057-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g399414 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


39 


% identity 


85 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF- 



complete cds. 
Patent US 



>gi_322865_j>ir JC1454 translation elongation factor eEF-1 

alpha chain - wheat >gi_17077 6 (M90077) translation 
elongation factor 1 alpha-subunit [Triticum aestivum] 
>gi_94 9878_emb_CAA90651_ (Z50789) elongation factor 1-alpha 
[Hordeum vulgare] 



Seq. *No. 
Seq. ID 



299434 

LIB3152-057-P1-K1-F3 



42104 



□ 



Method 


BLASTX 


NCBI GI 


gl6073 . 


BLAST score 


175 


E value 


9.0e-13 


Match length 


64 


% identity 


61 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


S.eq. No. 


299435 


Seq. ID 


LIB3152-057-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


90 


% identity 


44 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


299436 


Seq. ID 


LIB3152-057-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


203 


E value 


4.0e-16 


Match length 


81 


% identity 


59 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


299437 


Seq. ID 


LIB3152-057-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


38 


E value 


3.0e-12 


Match length 


173 


% identity 


81 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete 


Seq. No. 


299438 


Seq. ID 


LIB3152-057-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


gl68673 


BLAST score 


50 


E value - 


2.0e-19 


Match length 


70 


% identity 


93 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19B1, complete cds 


Seq. No. 


299439 


Seq. ID 


LIB3153-004-Q1-K1-E5 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


51 


E value 


4.0e-20 


Match length 


143 


% identity 


84 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



42105 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299440 

LIB3153-005-Q1-K1-B5 

BLASTX 

g70774 

273 

2.0e-24 

55 

100 

histone H4 (TH091) - wheat >gi_ 
[Triticum aestivum] 



170747 (M12277) histone H4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299441 

LIB3153-005-Q1-K1-E4 

BLASTX 

gll9355 

192 

3.0e-15 

39 
97 

ENOLASE 1 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA394 54_ (X55981) enolase 
[Zea mays] 



Seq. No. 


299442 


Seq. ID 


LIB3153-005-Q1-K1-E8 


Method 


BLASTN 


NCBI GI 


g459896 


BLAST score 


54 


E value 


7.0e-22 


Match length 


86 


% identity 


91 


NCBI Description 


Zea mays triosephosphate 


Seq. No. 


299443 


Seq. ID 


LIB3153-005-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl084481 


BLAST score 


262 


E value 


2.0e-23 


Match length 


57 


% identity 


89 


NCBI Description 


heat shock protein 70 - 1 


Seq. No. 


299444 


Seq. ID 


LIB3153-005-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


gl68500 


BLAST score 


51 


E value 


4.0e-20 


Match length 


83 


% identity 


90 


NCBI Description 


Maize (Zea mays) histone 


Seq. No. 


299445 



42106 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3153-006-Q1-K1-B9 

BLASTX 

gl29916 

204 

2.0e-16 

51 

82 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 


299446 


Seq. ID 


LIB3153-006-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3746060 


BLAST score 


215 


E value 


3.0e-17 


Match length 


72 


% identity 


58 


NCBI Description 


(AC005311) unknown protein [Arabidopsis 


Seq. No. 


299447 


Seq. ID 


LIB3153-007-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


192 


E value 


2.0e-19 


Match length 


66 


% identity 


83 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 




zein, 19K - maize >gi_2244 6_emb_CAA3765" 




zein [Zea mays] 


Seq. No. 


299448 


Seq. ID 


LIB3153-008-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


~g4115371 


BLAST score 


275 


E value 


8.0e-25 


Match length 


76 


% identity 


75 


NCBI Description 


(AC005967) unknown protein [Arabidopsis 


Seq. No. 


299449 


Seq. ID 


LIB3153-009-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gll9355 


BLAST score 


240 


E value 


7.0e-21 


Match length 


47 


% identity' 


100 



(X53582) 19 kDa 



NCBI Description 



ENOLASE 1 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 



42107 



Seq. No. 


299450 


Seq. ID 


LIB3153-009- 




BLASTX 


NCBI GI 


g3445207 


BLAST score 


345 


E value 


9.0e-33 


Match length 


101 


% identity 


58 


NCBI Description 


(AC004786) i 


Seq. No. 


299451 


Seq. ID 


LIB3153-010- 


Mot - Vn^rl 

Lit; 


BLASTX 


NCBI GI 


g3128177 


BLAST score 


230 


E value 


3.0e-19 


Match length 


94 


% identity 


52 


NCBI Description 


(AC004521) i 


Seq. No. 


299452 


Seq. ID 


LIB3153-010 


Method 


BLASTX 


NCBI GI 


g3914368 


BLAST score 


313 


E value 


3.0e-29 . 


Match length 


69 


% identity 


77 


NCBI Description 


GLYCEROL-3- 



unknown protein [Arabidopsis thaliana] 



-Kl-Cl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_167519 (M80571) glycerol-3-phosphate acyltransf erase 

[Cucumis sativus] >gi_444331_prf 1906380A glycerol 

phosphate acyltransf erase [Cucumis sativus] 

299453 

LIB3153-011-Q1-K1-A4 

BLASTN 

g474009 

54 

6.0e-22 

110 

87 

Rice mRNA, partial homologous to ribosomal protein S19 gene 
299454 

LIB3153-011-Q1-K1-C4 

BLASTX 

g3128231 

202 

8.0e-16 

134 

12 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337370 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 



299455 



42108 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3153-011-Q1-K1-D6 

BLASTX 

g3150406 

242 

1.0e-20 

97 

48 

(AC004165) putative indole-3-acetate 
beta-glucosyltransf erase [Arabidopsis thaliana] 

^ "' 
299456 

LIB3153-011-Q1-K1-G1 

BLASTX 

gl362009 

390 

6.0e-38 

85 

50 

ubiquitin-like protein 7 - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299457 

LIB3153-011-Q1-K1-H5 

BLASTX 

g2982259 

327 

9.0e-31 

74 

82 

(AF051212) probable 60s ribosomal protein L13a [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299458 

LIB3153-012-Q1-K1-E3 

BLASTX 

gl!69476 

566 

2.0e-58 

116 

93 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299459 

LIB3153-012-Q1-K1-F12 

BLASTX 

g3135274 

323 

5.0e-30 
102 
59 

(AC003058) 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



299460 

LIB3153-013-Q1-K1-D7 
BLASTN 



42109 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3821780 
36 

8.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
299461 

LIB3154-001-Q1-K1-A12 

BLASTX 

gll69475 

665 

8.0e-74 

146 

99 

ELONGATION 
FACTOR TU) 



FACTOR 1 -ALPHA 1 ( EF-1 -ALPHA- 1 ) (ELONGATION 
(EF-TU) >gi_556301 (M22432) elongation factor 



[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299462 

LIB3154-001-Q1-K1-A2 

BLASTN 

gl63349 

33 

4.0e-09 

33 

100 

Bovine MHC class I BoLA gene, complete cds, clone BL3-6 
299463 

LIB3154-001-Q1-K1-A4 

BLASTX 

g2501654 

701 

3.0e-74 

152 

88 

VILLIN >gi_202366 (M98454) villin [Mus musculus] 
299464 

LIB3154-001-Q1-K1-B10 

BLASTX 

g3068759 

232 

2.0e-19 

50 

92 

(AF059185) Mi-2 [Xenopus laevis] 
299465 

LIB3154-001-Q1-K1-B11 

BLASTN 

g353 

173 

8.0e-93 

197 

97 



42110 



NCBI Description 



Bovine mRNA encoding f ibromodulin. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

■NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299466 

LIB3154-001-Q1-K1-B3 

BLASTN 

g2981246 

40 

4.0e-13 

52 
94 

Homo sapiens Xp22 BAC GS-594A7 (Genome Systems Human BAC 
library) contains Bmx gene, complete sequence [Homo 
sapiens] 

299467 

LIB3154-001-Q1-K1-B6 

BLASTN 

gl63460 

123 

4.0e-63 

127 

99 

Bovine osteonectin mRNA, complete. cds 
299468 

LIB3154-001-Q1-K1-C10 

BLASTX 

g4506515 

541 

2.0e-55 

115 

91 

regulator of G-protein signalling 1 

>gi_728728_sp_Q08116_RGSl_HUMAN REGULATOR OF G-PROTEIN 
SIGNALING 1 (RGS1) (EARLY RESPONSE PROTEIN 1R20) (B-CELL 

ACTIVATION PROTEIN BL34) >gi_631051_pir S43436 B-cell 

activation protein lr20 - human >gi_313215_emb_CAA51826_ 
(X73427) lr20 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



299469 

LIB3154-001-Q1-K1-C11 

BLASTX 

g4503483 

650 . 

2.0e-68 

128 

95 

eukaryotic translation elongation factor 2 
>gi_119172_sp_P13639_EF2_HUMAN ELONGATION FACTOR 2 (EF-2) 

>gi_2144947_pir EFHU2 translation elongation factor eEF-2 

- human >gi_31106__emb_CAA35829_ (X514 66) elongation factor 
2 [Homo sapiens] >gi_31108_emb_CAA77750_ (Z11692) human 
elongation factor 2 [Homo sapiens] 

299470 

LIB3154-001-Q1-K1-C12 
BLASTX 



42111 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3242231 
155 

3.0e-10 

33 
88 

(AJ006486) RNA binding protein [Mus musculus] 
299471 

LIB3154-001-Q1-K1-C3 

BLASTN 

gl276618 

34 

8.0e-10 

98 

84 

Bos taurus clone 14 immunoglobulin lambda light chain 
variable region (Vlambdalb) mRNA, partial cds 

299472 

LIB3154-001-Q1-K1-C5 

BLASTN 

gl848270 

55 

5.0e-22 

83 

92 

Human calcium and integrin binding protein CIB mRNA, 
complete cds 

299473 

LIB3154-001-Q1-K1-C6 

BLASTX 

g2460124 

609 

1.0e-63 
126 

97 ' • 

(AF017789) putative transcription factor CA150 [Homo 
sapiens] 

299474 

LIB3154-001-Q1-K1-D1 

BLASTX 

g4557387 

702 

2.0e-74 

147 

82 

complement component 7 precursor 

>gi_116610_sp_P10643_CO7_HUMAN COMPLEMENT COMPONENT C7 

PRECURSOR >gi_87197_pir A27340 complement C7 precursor - 

human >gi_179716 (J03507) complement protein C7 precursor 
[Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



299475 

LIB3154-001-Q1-K1-D10 
BLASTX 



42112 



NCBI GI £ , 


g2494890 


BLAST score 


. 485 


E valuG 


6. Oe-49 


Match length 


87 


% identity 


100 


NCBI Description 


CORONIN-LIKE PROTEIN P57 >gi 2136796_pir 




protein - bovine >gi_927647_dbj_BAA07939_ 




p57 [Bos taurus] 


Seq. No. 


299476 


Seq. . ID 


LIB3154-001-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl665859 


BLAST score 


470 


E value 


2.0e-47 


Match length 


92 


% identity 


93 


NCBI Description 


(Y09205) MHC class I molecule [Bos taurus] 


Seq. No. 


299477 


Seq. ID 


LIB3154-001-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g3688100 


BLAST score 


85 


E value 


6.0e-40 


Match length 


417 


% identity 


87 


NCBI Description 


Homo sapiens chromosome 17, clone hRPK.178 




sequence [Homo sapiens] 


Seq. No. 


299478 


Seq. ID 


LIB3154-001-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3820482 


BLAST score 


260 


E value 


2.0e-22 


Match length 


55 


% identity 


93 


NCBI Description 


(AF032922) syntaxin 4 binding protein UNC- 




sapiens] 


Seq. No. 


299479 


Seq. ID 


LIB3154-001-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl23332 


BLAST score 


700 


E value 


4.0e-74 


Match length 


137 


% identity 


94 



NCBI Description 



HYDROXYMETHYLGLUTARYL-COA SYNTHASE, CYTOPLASMIC (HMG-COA 
SYNTHASE) (3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_90200j?ir A25332 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Chinese hamster >gi_387072 (L00334) 
3-hydroxy-3-methylglutaryl coenzyme A synthase (HMG CoA) 
[Mesocricetus auratus] 



Seq. No. 



299480 



42113 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3154-001-Q1-K1-D9 

BLASTX 

g2134796 

260 

2.0e-22 

57 

84 

B cell activation protein BL34 
>gi_299705_bbs_129951 (S5904 9) 
[human, Peptide, 196 aa] [Homo 



- human 
BL34=B cell 
sapiens] 



activation gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299481 

LIB3154-001-Q1-K1-E1 

BLASTX 

g731046 

605 

5.0e-63 

126 

89 

PROBABLE UBIQUITIN CARBOXYL-TERMINAL HYDROLASE (UBIQUITIN 
THIOLESTERASE) {UBIQUITIN-SPECIFIC PROCESSING PROTEASE) 
{ DEUBIQUITINATING ENZYME) (KIAA0055) 

>gi_473945_dbj_BAA06225_ (D29956) This gene is similar to 
tre oncogene (X63547) . [Homo sapiens] 



299482 

LIB3154-001-Q1-K1-E2 

BLASTX 

g399012 

618 

2.0e-64 

121 

100 

ADP, ATP CARRIER PROTEIN, ISOFORM T2 
(ADENINE NUCLEOTIDE TRANSLOCATOR 3) 



(ADP /ATP TRANSLOCASE 3) 
(ANT 3) 

bovine 





>gi 280900 pir B43646 ADP, ATP carrier protein T2 - 




>gi_529417 (M24103) translocase [Bos taurus] 


Seq. No. 


299483 


Seq. ID 


LIB3154-001-Q1-K1-E3 


Method 


BLASTN 


NCBI GI 


g2582198 


BLAST score 


45 


E value 


4.0e-16 


Match length 


57 


% identity 


95 


NCBI Description 


Bos taurus locus UW76 polymorphic microsatellite 


Seq. No. 


299484 


Seq. ID 


LIB3154-001-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


gl78996 


BLAST score 


99 


E value 


3.0e-48 


Match length 


195 


% identity 


89 


NCBI Description 


Human arginine-rich nuclear protein mRNA, complete < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299485 

LIB3154-001-Q1-K1-E6 

BLASTX 

g2353754 

315 

6.0e-29 

125 

51 

(AF015504) immunoglobulin variable region [B03. taurus] 
299486 

LIB3154-001-Q1-K1-E7 

BLASTX 

g3914346 

500 

1.0e-50 

108 

87 

POLYMERIC- IMMUNOGLOBULIN RECEPTOR PRECURSOR (PLGR) 
[CONTAINS : SECRETORY COMPONENT] >gi_388280 (L04797) 
polymeric immunoglobulin receptor [Bos taurus] 

>gi_1095524_prf 2109248A polymeric Ig receptor [Bos 

taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299487 

LIB3154-001-Q1-K1-F1 

BLASTX 

gl20742 

406 

7.0e-41 

114 

80 

GLUCOSE-6-PHOSPHATE ISOMERASE (GPI) ( PHOSPHO.GLUCOSE 
ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) (PHI) 

>gi_68446_pir NUPG glucose-6-phosphate isomerase (EC 

5.3.1.9) - pig >gi_2043_emb_CAA30295_ (X07382) muscle' 
phosphohexose isomerase (AA 1 - 558) [Sus scrofa] 



Seq. No. 


299488 


Seq. ID 


LIB3154- 


Method 


BLASTX 


NCBI GI 


g432627 


BLAST score 


567 


E value 


2.0e-60 


Match length 


149 


% identity 


81 


NCBI Description 


(X62917) 


Seq. No. 


299489 


Seq. ID 


LIB3154-) 


Method 


BLASTX 


NCBI GI 


g4240299 


BLAST score 


723 


E value 


8.0e-77 


Match length 


149 


% identity 


95 



42115 



NCBI Description 



(AB020712) KIAA0905 protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299490 

LIB3154-001-Q1-K1-F3 

BLASTX 

g3915129 

652 

2.0e-68 

150 

86 

TRANSMEMBRANE PROTEIN TMP21 PRECURSOR (INTEGRAL MEMBRANE 
PROTEIN P23) >gi_1370279_emb_CAA66947_ (X98303) 
transmembrane protein [Oryctolagus cuniculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299491 

LIB3154-001-Q1-K1-F4 

BLASTX 

g2146954 

411 

3.0e-40 

151 

60 

hevin precursor - human >gi_758066_emb_CAA57 650_ (X82157) 
hevin [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299492 

LIB3154-001-Q1-K1-F7 

BLASTN 

g.2864757 

112 

5.0e-56 

313 

88 

Bos taurus gene for MHC class I heavy chain, partial cds, 
clone 303F.10g 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2994 93 

LIB3154-001-Q1-K1-F9 

BLASTN 

g3360459 

91 

1.0e-43 

297 

87 

Homo sapiens clone 24733 mRNA sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299494 

LIB3154-001-Q1-K1-G1 

BLASTX 

gl905974 

333 

4.0e-31 

78 

82 

(U80628) thymidine kinase 2 isoform B [Homo sapiens] 



Seq. No. 



299495 



42116 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No:,-; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3154-001-Q1-K1-G11 

BLASTN 

gl374680 

315 

1.0e-177 

315 

100 

Bovine mRNA for invariant chain, complete cds 
299496 

LIB3154-001-Q1-K1-G3 

BLASTX 

gl209255 

351 

3.0e-33 

71 

92 

(L20311) immunoglobulin J-chain [Bos taurus] >gi_1408167 
(U02301) immunoglobulin J chain [Bos taurus] 



Seq. No. 


299497 


Seq. ID 


LIB3154-001-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2429083 


BLAST score 


469 


E value 


5.0e-47 


Match length 


89 


% identity 


96 


NCBI Description 


(D89730) T16 [Rattus rattus] 


Seq. No. 


299498 


Seq. ID 


LIB3154-001-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl345649 


BLAST score 


253 


E value 


1.0e-27 


Match length 


89 


% identity 


71 


NCBI Description 


PROCOLLAGEN ALPHA 1(IV) CHAIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_71411_pir CGHU4B collagen alpha 1(IV) chain precursor 

- human >gi_180803 (M26576) alpha-1 type IV collagen [Homo 
sapiens] 

299499 

LIB3154-001-Q1-K1-G7 

BLASTX 

g547902 

185 

1.0e-13 

50 
68 

PUTATIVE MUCIN CORE PROTEIN PRECURSOR 24 

(MULTI -GLYCOSYLATED CORE PROTEIN 24) (MGC-24) (MUC-24) 

(CD164 ANTIGEN) >gi_422794_pir JX0235 core protein MGC-24 

- human >gi_219925_dbj_BAA03130_ (D14043) MGC-24 precursor 
[Homo sapiens] 



42117 



Seq. No. 


299500 


Seq. ID 


LIB3154-001-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2088714 


BLAST score 


269 


E value 


1.0e-23 


Match length 


147 


% identity 


37 


NCBI Description 


(AF003139) strong similarity to NADPH oxidases; partia! 




CDS, the gene begins in the neighboring clone 




[Caenorhabditis elegans] 


Seq. No. 


299501 


Seq. ID 


LIB3154-001-Q1-K1-H12 


Method 


BLAST N 


NCBI GI 


al81154 


BLAST score 


136 


E value 


2.0e-70 


Match length 


200 


% identity 


93 


NCBI Description 


Human casein kinase II beta subunit mRNA, complete cds 


Seq. No. 


299502 


Seq. ID 


LIB3154-001-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


a3831588 


BLAST score 


208 


E value 


4.0e-17 


Match length 


55 


% identity 


75 


NCBI Description 


(AF064741) carboxylesterase [Sus scrofa] 


Seq. No. 


299503 


Seq. ID 


LIB3154-001-Q1-K1-H7 


Method • 


BLAST N 


NCBI GI 


a3882158 


BLAST score 


192 


E value 


1.0e-104 


Match length 


394 


% identity 


87 


NCBI Description 


Homo sapiens mRNA for KIAA0719 protein, complete cds 


Seq. No. 


299504 


Seq. ID 


LIB3154-001-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl28905 


BLAST score 


211 


E value 


9.0e-17 


Match length 


45 


% identity 


100 


NCBI Description 


NADH-UBIQUINONE OXIDOREDUCTASE 9 KD SUBUNIT PRECURSOR 



(COMPLEX I-9KD) (CI-9KD) >gi_108827_pir S15107 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) 10K chain - bovine 
>gi_220_emb_CAA41775_ (X59048) NADH dehydrogenase 
(ubiquinone) [Bos taurus] 

Seq. No. 299505 



42118 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3154-002-Q1-K1-C1 

BLASTX 

gl41601 

343 

3.0e-32 

137 

58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 

299506 

LIB3154-003-Q1-K1-D1 

BLASTX 

g419803 

204 

3.0e-16 

95 

44 

zein protein - maize >gi 
mays] 



168705 (M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.' - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299507 

LIB3154-003-Q1-K1-E2 

BLASTX 

gl41612 

165 r 

1.0e-ll 

62 

60 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE 22C2) 

>gi_72306_pir ZIZMC2 22K zein precursor (clone CZ22C2) - 

maize (fragment) >gi_168688 (M12141) 22 kDa zein protein 
[Zea mays] 

299508 

LIB3154-003-Q1-K1-F8 

BLASTN 

g22531 

147 

5.0e-77 

350 

86 

Zea mays mRNA encoding a zein (clone pZ22.1) 
>gi_270688_gb_I03336_ Sequence 10 from Patent US 4 885357 
>gi_270741_gb_I03273_ Sequence 2 from Patent US 

299509 

LIB3154-004-Q1-K1-A9 

BLASTX 

gl68699 

192 

1.0e-14 

85 

59 

(M60836) zein [Zea mays] 



42119 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299510 

LIB3154-004-Q1-K1-B1 

BLASTN 

g22544 

215 

1.0e-117 

303 

93 

Maize mRNA (clone A30) for zein .(a plant storage protein) 
299511 

LIB3154-004-Q1-K1-B12 

BLASTX 

g971143 

149 

4.0e-10 

55 

60 

(D63842) modified alpha peptide of E. coli 
beta-galactosidase [Cloning vector pKF298] 

>gi_971155_dbj_BAA09909_ (D63846) modified alpha peptide of 
E. coli beta-galactosidase [Cloning vector pKF18k] 
>gi_3953639_dbj_BAA34741_ (AB019603) beta-galactosidase 
alpha-peptide [Cloning vector pKF28wt] 

>gi_3953643_dbj_BAA34744_ (AB019604) beta-galactosidase 
alpha-peptide [Cloning vector pKF28tsl] 

>gi_3953647_dbj_BAA34747_ (AB019605) beta-galactosidase 
alpha-peptide [Cloning vector pKF28ts5] 



Seq. No. 


299512 


Seq. ID 


LIB3154-004-Q1-K1-B7 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


35 


E value 


3.0e-10 


Match length 


63 


% identity 


89 


NCBI Description 


Zea mays 22-kDa alpha zein 


Seq. No. 


299513 


Seq. ID 


LIB3154-004-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


101 


% identity 


40 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN- 



Seq. No. 
Seq. ID 



(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

299514 

LIB3154-004-Q1-K1-E5 



42120 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



* 



BLASTX 

gl41614 

144 

4.0e-09 

63 

51 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) * maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 





Seq. No. 


299515 




Seq. ID 


LIB3154-004-Q1-K1-E9 




Method 


BLASTX 




NCBI GI 


g2832243 




BLAST score 


354 




E value 


1.0e-33 




Match length 


116 


n 


% identity 


65 




NCBI Description 


(AF031569) 22-kDa alpha 


gl 


Seq. No. 


299516 




Seq. ID 


LIB3154-004-Q1-K1-F4 




Method 


BLASTX 




NCBI GI 


gl68699 


a - 


BLAST score 


306 




E value 


5.0e-28 




Match length 


83 


B 


% identity 


80 


H= 


NCBI Description 


(M60836) zein [Zea mays] 


l„Jj 


Seq. No. 


299517 




Seq, ID 


LIB3154-004-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


gl41608 




BLAST score 


274 




E value 


1.0e-29 




Match length 


107 




% identity 


71 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 






zein, 19K - maize >gi_22< 






zein [Zea mays] 




Seq. No. 


299518 




Seq. ID 


LIB3154-005-Q1-K1-A1 




Method 


BLASTN 




NCBI GI 


g22514 




BLAST score 


58 




E value 


5.0e-24 




Match length 


190 




% identity 


83 




NCBI Description 


Maize Zcl gene for Zein ! 




Seq. No. 


299519 




Seq. ID 


LIB3154-005-Q1-K1-A2 




Method . 


BLASTN 




NCBI GI 


gl68690 



(PMS1) >gi_100943_pir S15655 



Zcl (14 kD zein-2) 



42121 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

1.0e-43 

91 

100 

Maize zein mRNA, complete cds, clone ZG124 
299520 

LIB3154-005-Q1-K1-A6 

BLASTX 

g82660 

286 

1.0e-25 

104 

60 

19K zein precursor {clone ZG31A) - maize (fragment) 
>gi 809117 emb_CAA2 4 7 2 0_ (V01473) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299521 

LIB3154-005-Q1-K1-B11 

BLASTX ~ 

g419803 

226 

4.0e-19 

62 
69 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



Seq. No. 


299522 


Seq. ID 


LIB3154-005-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g!68664 


BLAST score 


209 


E value 


1.0e-16 


Match length 


110 


% identity 


47 


NCBI Description 


(M13507) zein protein pr 


Seq. No. 


299523 


Seq. ID 


LIB3154-005-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


468 


E value 


5.0e-47 


Match length 


132 


% identity 


77 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


299524 


Seq. ID 


LIB3154-005-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


396 


E value 


1.0e-38 


Match length 


105 


% identity 


78 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



(CLONE A30) 



42122 



>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 


299525 


Seq. ID 


LIB3154-005-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl00925 


BLAST score 


203 


E value 


3.0e-16 


Match length 


67 


% identity 


55 


NCBI Description 


zein, 27K - maize (fragment) >gi_22550_emb_CAA4117l 




(X58197) 27kDa storage protein, zein [Zea mays] 


Seq. No. 


299526 


Seq. ID 


LIB3154-005-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAST score 


186 


E value 


6.0e-14 


Match length 


74 


% identity 


49 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


299527 


Seq. ID 


LIB3154-005-Q1-K1-G6 


Method 


BLASTX . 


NCBI GI 


gl68699 


BLAST score 


202 


E value 


9.0e-16 


Match length 


60 


% identity 


72 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


299528 


Seq. ID 


LIB3154-005-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


185 


E value 


5.0e-14 


Match length 


81 


% identity 


51 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning 




pSportl] 


Seq. No. 


299529 


Seq. ID 


LIB3154-005-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


g22537 


BLAST score 


127 


E value 


2.0e-65 


Match length 


175 


% identity 


68 


NCBI Description 


Maize mRNA for zein polypeptide (clone M6) 



Seq. No. 299530 



42123 





Seq. ID 


LIB3154-006-Q1-K1-C12 




Method 


BLASTX 




NCBI GI 


g82660 




BLAST score 


190 




E value 


6.0e-18 




Match length 


91 




% identity 


62 




NCBI Description 


19K zein precursor (clone ZG31A) - maize (fragment) 






>gi 809117 emb_CAA2 4 7 2 0_ (V014 73) zein [Zea mays] 




Seq. No. 


299531 




Seq. ID 


LIB3154-UUD-Q1-K1-CJ 




Method 


BLASTN 




NCBI GI 


gl68704 




BLAST score 


87 




E value 


3 . 0e-41 




Match length 


161 




% identity 


91 


~~ 


NCBI Description 


Zea mays zein protein gene, complete cds 


-43 
m 


Seq. No. 


299532 


CO 


Seq. ID 


t t ti O 1 C vl ft.r\^ /-\ -1 vi T-i r* 

LIB3154-006-Q1-K1-E5 




Method 


BLASTX 




NCBI GI 


g224508 




BLAST score 


360 




E value 


2 . Oe-34 


aj jj 


Match length 


103 


S 


% identity 


75 




NCBI Description 


zein A20 [Zea mays] 


2— -! 


Seq. No. 


299533 


|=± 


Seq. ID 


LIB31o4-007-Ql-Kl-Cl 


Q 


Method 


BLASTN 


E3 


NCBI GI 


g!68425 


if'"'-! 


BLAST score 


187 




E value 


1.0e-101 




Match length 


215 




% identity 


97 




NCBI Description 


Zea mays brittle-1 protein (btl) mRNA, complete cds 




Seq. No. 


299534 




Seq. ID 


LIB3154-007-Q1-K1-C4 




Method 


BLASTX 






gi4 lOU J 




BLAST score 


418 




E value 


4.0e-41 




Match length 


115 




% identity 


79 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 



>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



- maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299535 

LIB3154-007-Q1-K1-D6 

BLASTX 

g224508 

338 



42124 



o 

€1 



E value 


8.0e-32 


Match length 


81 


% identity 


89 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


299536 * 


Seq. ID 


LIB3154-007-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


196 


E value 


2.0e-15 


Match length 


80 


% identity 


53 


NCBI Description 


zein protein - maize >gi 




mays] 


Seq. No. 


299537 


Seq. ID 


LIB3154-007-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


273 


E value 


3.0e-24 


Match length 


99 


% identity 


58 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


299538 


Seq. ID 


LIB3154-007-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


140 


E value 


4.0e-18 


Match length 


69 


% identity 


68 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZE 



(M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 

[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

299539 

LIB3154-007-Q1-K1-E9 

BLASTN 

g4140643 

71 

9.0e-32 

231 

58 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299540 

LIB3154-007-Q1-K1-F6 

BLASTX 

gl41617 

356 



42125 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-34 

106 

62 

2EIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize " 

>gi_100945j?ir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

2995.41 

LIB3154-007-Q1-K1-G1 

BLASTN ' 

g22516 

111 

1.0e-55 

219 

88 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
299542 

LIB3154-007-Q1-K1-G6 

BLASTN 

gl68665 

162 

5.0e-86 

346 

87 

Maize 16-kDa zein-2 mRNA, complete cds 
299543 

LIB3154-008-Q1-K1-B12 

BLASTN 

gl68690 

43 

4.0e-15 

91 

87 

Maize zein mRNA, complete cds, clone ZG124 
299544 

LIB3154-010-Q1-K1-A7 

BLASTN 

g535019 

43 

6.0e-15 

53 

48 

Z.mays Zdl tandem genes for zein Zdl (19 kDa Zein) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299545 

LIB3154-010-Q1-K1-B1 

BLASTN 

gl68673 

156 

2.0e-82 

189 

97 



42126 



NCBI Description 



Maize .19 kDa zein mRNA, clone cZ19Bl, complete *cds 





Seq. No. 


299546 




Seq. ID 


LIB3154-010-Q1-K1-B6 




Method 


BLASTX 




NCBI GI 


gl41608 




BLAST score 


143 




E value 


5.0e-09 




Match length 


46 




% identity 


63 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100 






zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (: 






zein [Zea mays] 




Seq. No. 


299547 




Seq. ID 


LIB3154-010-Q1-K1-C3 




Method 


BLASTX 




NCBI GI 


g2832243 




BLAST score 


203 




E value 


7.0e-16 


fh 


Match length 


40 




% identity 


100 


sa 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


==== 

o 


Seq. No. 


299548 




Seq. ID 


LIB3154-010-Q1-K1-F5 


ft* 


Method 


BLASTX 




NCBI GI 


gll82065 




BLAST score 


198 


s=s= 


E value 


3.0e-15 


f-J 


Match length 


53 


M: 


% identity 


77 


r"4 
: c 


NCBI Description 


(X55661) 22 kD zein [Zea mays] 




Seq. No. 


299549 




Seq. ID 


LIB3154-010-Q1-K1-F6 




Method 


BLASTN 




NCBI GI 


gl68690 




BLAST score 


54 




E value 


2.0e-21 




Match length 


62 




% identity 


98 




NCBI Description 


Maize zein mRNA, complete cds, clone ZG124 




Seq. No. 


299550 




Seq. ID 


LIB3154-010-Q1-K1-G5 




Method 


BLASTX 




NCBI GI 


g508545 




BLAST score 


168 




E value 


7.0e-12 ^ : 




Match length 


49 




% identity 


73 




NCBI Description 


(L34340) zein [Zea mays] 




Seq. No. 


299551 




Seq. ID 


LIB3154-010-Q1-K1-H8 




Method 


BLASTX 



X53582) 19 kDa 



42127 



if! 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl41597 
192 

1.0e-14 

49 

76 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

299552 

LIB3154-011-Q1-K1-C12 

BLASTN 

gl037129 

308 

1.0e-173 

392 
95 

( gamma- zeinA) =opaque2 modifier {5 1 region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays=maize, 



S 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299553 

LIB3154-011-Q1-K1-D4 

BLASTX 

g82654 

161 

2.0e-ll 

53 

60 

10K zein precursor - maize >gi_22541_ 
lOkDa zein (AA 1 - 150) [Zea mays] 



emb CAA30409 (X07535) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299554 

LIB3154-011-Q1-K1-F9 

BLASTX 

gl41608 

251 

2.0e-21 

103 

54 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir_ 
zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 
zein [Zea mays] 



_S15655 
19 kDa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299555 

LIB3154-011-Q1-K1-G7 

BLASTX 

gl41601 

168 

7-.0e-12 

66 

62 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



42128 



Seq. No. 


299556 






Seq. ID 


LIB3154-013-Q1-K1-A1 






Method 


BLASTN 






NCBI GI 


g22514 






BLAST score 


69 






E value 


1.0e-30 






Match length 


264 






% identity 


81 






NCBI Description 


Maize Zcl gene for Zein 


Zcl 


(14 


Seq. No. 


299557 


-V- 




Seq. ID 


LIB3154-013-Q1-K1-B12 






Method 


BLASTN 






NCBI GI 


g22514 






BLAST score 


67 






E value 


2.0e-29 






Match length 


255 






% identity 


82 






NCBI Description 


Maize Zcl gene for Zein 


Zcl 


(14 


Seq. No. 


299558 






Seq. ID 


LIB3154-013-Q1-K1-B6 






Method 


BLASTN 






NCBI GI 


gl061304 






BLAST score 


54 






E value 


7.0e-22 






Match length 


142 






% identity 


85 






NCBI Description 


Z.mays ZSF4C5 gene for zein 




Seq. No. 


299559 






Seq. ID 


LIB3154-013-Q1-K1-C5 






Method 


BLASTX 






NCBI GI 


g2832247 






BLAST score 


267 






E value 


2.0e-23 






Match length 


87 






% identity 


66 






NCBI Description 


(AF031569) 22-kDa alpha 


zein 


10 


Seq. No. 


299560 






Seq. ID 


LIB3154-013-Q1-K1-C7 






Method 


BLASTN 






NCBI GI 


g22514 






BLAST score 


252 






E value 


1.0e-139 






Match length 


340 






% identity 


94 






NCBI Description 


Maize Zcl gene for Zein 


Zcl 


(14 



kD zein-2) 



kD zein-2) 



[Zea mays] 



kD zein-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299561 

LIB3154-013-Q1-K1-E1 

BLASTX 

g419803 

278 

9.0e-25 
108 



42129 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

zein protein 
mays] 



maize >gi_168705 (M72708) zein protein [Zea 



299562 

LIB3154-013-Q1-K1-E5 

BLASTX 

g4519539 

207 

2.0e-16 

86 
52 

(AB016256) 
domestical 



NAD-dependent sorbitol dehydrogenase [Malus 



299563 

LIB3154-013-Q1-K1-G1 

BLASTX 

gl41603 

476 

6.0e-48 

119 

85 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

299564 

LIB3154-014-Q1-K1-B2 

BLASTN 

gl68652 

114 

2.0e-57 

261 

90 

Maize amyloplast-specif ic transit protein (waxy; wx+ 
locus), complete cds 

299565 

LIB3154-014-Q1-K1-C4 

BLASTX 

g567893 

176. 

6.0e-13 

79 

48 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299566 

LIB3154-014-Q1-K1-D10 

BLASTX ' 

gl68701 

167 

4.0e-12 

66 

59 



42130 



NCBI Description 



(M60837) zein [Zea mays] 



Seq. No. 


299567 


Seq. ID 


LIB3154-014-Q1-K1-D2 




BLASTX 


NCBI GI 


g567893 


BLAST score 


157 


E value 


1.0e-10 


Match length 


77 


% identity 


45 


NCBI Description 


(L37382) beta-galactosidase-complementation prot< 




[Cloning vector] 


Seq. No. 


299568 




LIB3154-014-O1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


464 


E value 


1.0e-46 


Match length 


111 


% identity 


87 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


299569 


UC>^ a X VJ 


T.TR^l S4-01 4-OT -K1 -Fl 0 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


240 


E value 


l.^Oe-20 


Match length 


86 


% identity 


62 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


299570 


Sea ID 


LIB3154-014-O1-K1-E7 


Method 


BLASTN 


NCBI GI 


g22447 


BLAST score 


101 


E value 


9.0e-50 


Match length 


116 


% identity 


97 


NCBI Description 


Zea mays ZMPMS2 gene for 19 kDa zein protein 


Seq. No. 


299571 


Seq. ID 


LIB3154-014-Q1-K1-H1 


Method 


BLASTN " 


NCBI GI 


g4185305 


BLAST score 


85 


E value 


4.0e-40 


Match length 


317 


% identity 


82 


NCBI Description 


Zea mays cosmid IV.1E1 22-kDa alpha zein protein 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

Seq. No. 299572 



42131 





Seq. ID 


LIB3154-014-Q1-K1-H10 




Method 


BLASTX 




NCBI GI 


gl68664 




BLAST score 


308 




E value 


2.0e-28 




Match length 


78 




% identity 


78 




NCBI Description 


(M13507) zein protein precursor [Zea mays] 




Seq. No. 


299573 




Seq. ID 


LIB3154-014-Q1-K1-H11 




Method 


BLAST N 




Vi \_» J_J _L vJ X 


al68665 




BLAST score 


81 




E value 


5.0e-38 




Match length 


109 




% identity 


95 




NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 

- 




Seq. No. 


299574 




Seq. ID 


LIB3156-001-Q1-K1-A10 


y * 


Method 


BLASTX 


m 


NCBI GI 


g72287 




BLAST score 


528 




E value 


5.0e-54 


z : 


Match length 


117 




% identity 


90 


E s s 
•sr E 


NCBI .Description 


beta-globulin A precursor (clone 94) - upland 



(fragment) >gi_167377 (M16905) legumin precursor [Gossypium 
hirsutum] 



Seq. No. 


299575 


Seq. ID 


LIB3156-001-Q1-K1-A11 


Method 


BLAST N 


NCBI GI 


g2642323 


BLAST score 


38 


E value 


3.0e-12 


Match length 


46 


% identity 


96 


NCBI Description 


Zea mays profilin (PR04) mRNA, 


Seq. No. 


299576 


Seq. ID 


LIB3156-001-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl561774 


BLAST score 


504 


E value 


3.0e-51 


Match length 


109 


% identity 


85 


NCBI Description 


(U67426) malate dehydrogenase 


Seq. No. 


299577 


Seq. ID 


LIB3156-001-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4588906 


BLAST score 


167 


E value 


4.0e-12 



42132 



Match length 

% identity 

NCBI Description 



65 

58 ... 

(AF118149) ribosomal protein S7 [Secale cereale] 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299578 

LIB3156-001-Q1-K1-C10 

BLASTX 

gl31015 

469 

4.0e-47 ' * 

112 

73 

PATHOGENESIS-RELATED PROTEIN R MAJOR FORM PRECURSOR 

(THAUMATIN-LIKE PROTEIN E22) >gi_100385_pir JH0230 

pathogenesis-related protein R precursor - common tobacco 
>gi_19855_emb_CAA33293_ (X15224) thaumatin-like protein 
[Nicotiana tabacum] >gi_19980_emb_CAA31235_ (X12739) 
pathogenesis-related protein R (AA 1 - 226) [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299579 

LIB3156-001-Q1-K1-C11 

BLASTX 

g3850999 

245 

8.0e-21 
79 
71 

(AF069908) 
[Zea mays] 



pyruvate dehydrogenase El beta subunit isoform 1 



Seq. No. 


299580 


Seq. ID 


LIB3156-001-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl350956 


BLAST score 


230 


E value 


2.0e-19 


Match length 


62 


% identity 


85 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S20 (S22) 


Seq. No. 


299581 


Seq. ID 


LIB3156-001-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2618721 


BLAST score 


155 


E value 


3.0e-10 


Match length 


70 


% identity 


46 


NCBI Description 


(U49072) IAA16 [Arabidopsis thaliana] 


Seq. No. 


299582 


Seq. ID 


LIB3156-001-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl419370 


BLAST score 


302 


E value 


2.0e-27 



42133 



Match length 


70 


% identity 


84 


NCBI Description 


(X97726) actin depolymerizing factor [Zea mays] 


Seq. No. 


299583 


Seq. ID 


LIB3156- i 001-Ql-Kl-G9 


Method 


BLASTX 


NCBI GI 


g2462927 


BLAST score 


241 


E value 


2.0e-20 


Match length 


90 


% identity 


53 


NCBI Description 


(Y10342) putative amidase [Arabidopsis thaliana] 


Seq. No. 


299584 


Seq. ID 


LIB3156-001-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gll07526 


BLAST score 


310 


E value 


1.0e-28 


Match length 


85 


% identity 


,68 


NCBI Description 


(X87931) SIEP1L protein [Beta vulgaris] 


Seq. No. 


299585 


Seq. ID 


LIB3156-001-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2467088 


BLAST score 


181 


E value 


2.0e-13 


Match. length 


65 


% identity 


60 


NCBI Description 


(AJ001911) putative Ckc2 [Arabidopsis thaliana] 


Seq. No. 


299586 


Seq! ID 


LIB3156-002-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2673918 


BLAST score 


194 


E value 


7.0e-15 


Match length 


46 


% identity 


78 


NCBI Description 


(AC002561) unknwon protein [Arabidopsis thaliana] 


Seq. No. 


299587 


Seq. ID 


LIB3156-002-Q1-K1-B6 


Method 


BLASTN 


NCBI GI 


g2208987 


BLAST score 


100 


E value 


4.0e-49 


Match length 


178 


% identity 


90 


NCBI Description 


Z.mays mRNA for signal recognition particle subunit 


Seq. No. 


299588 


Seq. ID 


LIB3156-002-Q1-K1-D4 


Method 


BLASTX 



42134 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



gll73194 
322 

8.0e-30 

88 

68 

30S RIBOSOMAL PROTEIN S13, CHLOROPLAST PRECURSOR (CS13) 

>gi_2119093j?ir S59594 ribosomal protein S13 precursor, 

chloroplast - Arabidopsis thaliana >gi_167 67_emb_CAA7 9013_ 

(Z17611) chloroplast 30S ribosomal protein S13 [Arabidopsis 
thaliana] >gi_662869_emb_CAA88028_ (Z47986) chloroplast 
ribosomal protein S13 [Arabidopsis thaliana] 
>gi_1107483_emb_CAA63021_ (X91955) 30S ribosomal protein 
S13 [Arabidopsis thaliana] >gi_1515107_emb_CAA60413_ 

(X86734) plastid ribosomal protein S13 [Arabidopsis 
thaliana] 

299589 

LIB3156-002-Q1-K1-E10 

BLASTN 

g603189 

88 

6.0e-42 

140 

91 

Zea .mays translation initiation factor eIF-4A mRNA, 
complete cds 

299590 

LIB3156-002-Q1-K1-F5 

BLASTN 

gll77368 

246 

1.0e-136 

338 

94 

Z.mays mRNA for ribosomal protein L39 
299591 

LIB3156-002-Q1-K1-H7 

BLASTX 

g2668742 

335 

2.0e-31 

86 

79 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
299592 

LIB3156-002-Q1-K2-A12 

BLASTX 

g2673918 

157 

2.0e-10 

46 

65 

(AC002561) unknwon protein [Arabidopsis thaliana] 



42135 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299593 

LIB3156-002-Q1-K2-B10 

BLASTX 

gll72818 

218 

1.0e-17 

45 

91 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299594 

LIB3156-002-Q1-K2-B11 

BLASTX 

gll72818 

203 

5.0e-16 

45 

87 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299595 

LIB3156-002-Q1-K2-G8 

BLASTX 

g3080420 

167 

4.0e-12 

50 

64 

(AL022604) putative sugar transporter protein [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299596 

LIB3156-003-Q1-K1-D11 

BLAST N 

gl68577 

69 

2.0e-30 

158 

91 

Maize phospholipid transfer protein mRNA, 3' end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299597 

LIB3156-003-Q1-K1-D5 

BLASTN 

g4218534 

37 

1.0e-ll 

61 

90 

Triticum sp. mRNA for GRAB1 protein 



Seq. No. 
Seq. ID 



299598 

LIB3156-003-Q1-K1-E4 



42136 



01 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2618699 

191 

1.0e-14 

101 

38 

(AC002510) unknown protein [Arabidopsis thaliana] 
299599 

LIB3156-003-Ql-Kl^F3 

BLASTX 

gl040877 

477 

4.0e-48 

121 

69 

(U30460) expansin S2 precursor [Cucumis sativus] 
299600 

LIB3156-004-Q1-K1-B12 - 

BLASTX 

gll72813 

149 

5.0e-10 

45 

64 

60S RIBOSOMAL PROTEIN L10-2 (PUTATIVE TUMOR SUPRESSOR SG12) 

>gi_JL076752_pir S49596 ribosomal protein LlO.e, cytosolic 

- rice >gi_575357_emb_CAA57340_ (X81692) putative tumor 
supressor [Oryza sativa] 

299601 

LIB3156-004-Q1-K1-B4 

BLASTX 

g3395938 

241 

2.0e-20 

103 

29 

(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

299602 

LIB3156-004-Q1-K1-C1 

BLASTX 

g4104056 

520 

4.0e-53 

113 

81 

(AF031194) S276 [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299603 

LIB3156-004-Q1-K1-C10 

BLASTN 

gl68436 

82 



42137 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-38 

142 

89 

Zea mays catalase (Cat 3) gene, complete cds 
299604 

LIB3156-004-Q1-K1-C3 

BLASTX 

g2344871 

225 

1.0e-18 

92 

48 

(AJ001270) purple acid phosphatase precursor [Phaseolus 
vulgaris] 

299605 

LIB3156-004-Q1-K1-C6 

BLASTX 

gl732511 

410 

4.0e-40 
124 

65 ' - 

(U62742) Ran binding protein 1 homolog * [Arabidopsis 

thaliana] 

299606 

LIB3156-004-Q1-K1-C7 

BLASTX 

g2695711 

160 

7.0e-ll 

62 

50 

(AJ001370) cytochome b5 [Olea europaea] 
299607 

LIB3156-004-Q1-K1-C9 

BLASTX 

g3126965 

206 

5.0e-17 

118 

45 

(AF061806) basic chitinase [Elaeagnus umbellata] 
299608 

LIB3156-004-Q1-K1-D6 

BLASTX 

g3913427 

345 

1.0e-32 

123 

58 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 



42138 



S-adenosylmethionine decarboxylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299609 

LIB3156-004-Q1-K1-G1 

BLASTX 

g99894 

274 

3.0e-24 

120 

55 

chlorophyll a/b-binding protein 5 
299610 

LIB3156-004-Q1-K1-H3 

BLASTN 

g22320 

37 

2.0e-ll 

37 

100 

Maize HI mRNA for HI his tone 



299611 

LIB3156-005-Q1-K1-B3 

BLASTX 

g2832632 

320 

1.0e-29 

126 

52 

(AL021711) hypothetical protein 



soybean 



[Arabidopsis thaliana] 



299612 

LIB3156-005-Q1-K1-B4 

BLASTX 

g266398 

309 

2.0e-28 

90 

63 

TRYPSIN/ FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_68849_pir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 

299613 

LIB3156-005-Q1-K1-D2 

BLASTX 

gll8104 

439 

1.0e-43 

110 

78 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) - 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 



42139 



>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 


299614 


Seq. ID 


LIB3156-005-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gll84776 


BLAST score 


164 


E value 


6.0e-12 


Match length 


39 


% identity 


82 


NCBI Description 


(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogena 




GAPC4 [Zea mays] 


Seq. No. 


299615 


Seq. ID 


LIB3156-005-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


149 


E value 


3.0e-14 


Match length 


78 


% identity 


65 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


299616 


Seq. ID 


LIB3156-005-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g498040 


BLAST score 


212 


E value 


6.0e-17 


Match length 


65 


% identity 


66 


NCBI Description 


(L33793) ORF [Senecio odorus] 


Seq. No. 


299617 


Seq. ID 


LIB3156-006-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2894568 


BLAST score 


167 


E value 


7.0e-12 


Match length 


69 


% identity 


43 


NCBI Description 


(AL021890) putative protein [Arabidopsis thaliana] 


Seq. No. 


299618 


Seq. ID 


LIB3156-006-Q1-K1-E9 


Method 


BLASTN 


NCBI GI 


g452340 


BLAST score 


255 


E value 


1.0e-141 


Match length 


275 


% identity 


99 


NCBI Description 


Z.mays mRNA for type II light-harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


299619 


Seq. ID 


LIB3156-007-Q1-K1-A7 


Method 


BLASTN 



42140 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g758352 
79 

2.0e-36 

182 

86 

Z.mays mRNA for cysteine synthase 
299620 

LIB3156-007-Q1-K1-B5 

BLASTX 

g322752 

311 

8.0e-29 

97 

58 

auxin-independent growth promoter - Nicotiana tabacum 
>gi_559921_emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 

299621 

LIB3156-007-Q1-K1-C4 

BLASTX 

gll.70508 

139 

8.0e-09 

50 

58 

EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 

>gi_2119931_pir S60244 translation initiation factor 

eIF-4A.8, anther-specific - common tobacco 
>gi_475219_emb_CAA55639_ (X79004) translation initiation 
factor <eIF-4A) [Nicotiana tabacum] 

>gi_475221_emb_CAA55640_ (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299622 

LIB3156-007-Q1-K1-F10 

BLASTX 

g2440160 

174 

2.0e-12 

73 
48 

(Y14836) beta-galactosidase [Phagemid cloning vector 
pTZ19U] 

299623 

LIB3156-007-Q1-K1-F8 

BLASTX 

gl709619 

220 

6.0e-21 

92 
64 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GLYCOTRANSFERASE 
( GL YCOS YLAT I ON SITE-BINDING CHAIN) (GSBP) 
>gi_2146814_pir S69181 protein disulfide isomerase (EC 



42141 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 

299624 

LIB3156-007-Q1-K1-H10 

BLASTX 

g626042 

178 

4.0e-13 

51 

65 

beta-glucosidase, root meristem (EC 3.2.1.-) precursor - 
maize >gi_435313_emb_CAA52293_ (X74217) beta-glucosidase 
[Zea mays] 

299625 

LIB3156-007-Q1-K1-H3 

BLASTX 

g3334222 

164 

2.0e-12 

61 

69 

4-HYDROXYPHENYLPYRUVATE DIOXYGENASE ( 4HPPD) (HPD) 
>gi_2695710_emb_CAA04245_ (AJ000693) 

4-hydroxyphenylpyruvate dioxygenase [Hordeum vulgare] 
299626 

LIB3156-008-Q1-K1-B3 

BLASTX 

gl346882 

381 

1.0e-36 

105 

69 

PHYTOENE SYNTHASE PRECURSOR (MEL5) >gi_2129505_pir S56668 

geranylgeranyl-diphosphate geranylgeranyltransf erase . (EC 
2.5.1.32) precursor - muskmelon >gi_870985_emb_CAA85775_ 
(Z37543) phytoene synthase [Cucumis melo] 

299627 

LIB3156-008-Q1-K1-C3 

BLASTX 

gll73347 

272 

6.0e-24 

61 

89 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED ( 1, 7 ) P2ASE) 

>gi_100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507_ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 
aestivum] 

299628 

LIB3156-008-Q1-K1-D11 



42142 



Method 


BLASTX * ■ 


NCBI GI 


g3451075 * - 


BLAST score 


247 


E value 


5.0e-21 


Match length 


132 


% identity 


36 


NCBI Description 


(AL031326) putative protein [Arabidopsis 


Seq. No. 


299629 


Seq. ID 


LIB3156-008-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3128177 


BLAST score 


218 


E value 


1.0e-17 


Match length 


107 


% identity 


47 


NCBI Description 


(AC004521) unknown protein [Arabidopsis 


Seq. NOi 


299630 


Seq. ID 


LIB3156-009-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


197 


E value 


3.0e-15 


Match length 


98 


% identity 


44 


NCBI Description 


40S RIBOSOMAL PROTEIN Sll >gi_82'722j?ir_ 




protein Sll - maize >gi_22470_emb_CAA394 




ribosomal protein Sll [Zea mays] 


Seq. No. 


299631 


Seq. ID 


LIB3156-009-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


224 


E value 


2.0e-18 


Match length . 


,95 


% identity 


"56 



S16577 ribosomal 
38 (X55967) 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



299632 

LIB3156-009-Q1-K1-C4 

BLASTN 

g236729 

40 

4.0e-13 

76 

84 

metallothionein homologue 



[Zea mays, Genomic/mRNA, 1859 nt] 



299633 

LIB3156-009-Q1-K1-C9 

BLASTX 

g2384669 

155 



42143 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-10 

45 

64 

(AF012656) putative potassium transporter AtKTlp 
[Arabidopsis thaliana] 

299634 

LIB3156-009-Q1-K1-E9 

BLASTX 

g2146732 

458 

8.0e-46 

118 

39 

FK506-binding protein - Arabidopsis thaliana >gi_1373396 
(U57838) rofl [Arabidopsis thaliana] 

299635 

LIB3156-009-Q1-K1-H11 

BLASTX 

gll5833 

340 

2.0e-32 

77 

78 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-bindihg protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

299636 

LIB3156-010-Q1-K1-A1 

BLASTX 

g3036951 

528 

6.0e-54 

ioi .:.</•' 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 

299637 

LIB3156-010-Q1-K1-B3 

BLASTX 

g531829 

214 

3.0e-17 

79 

53 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299638 

LIB3156-010-Q1-K1-B7 

BLASTX 

gl34104 

148 



42144 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-10 ' 

49 

67 

RUBISCO SUBUNIT BINDING- PROTEIN BETA SUBUNIT PRECURSOR (60 
KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 

>gi_99800_pir PW0007 chaperonin 62. 5K beta chain - rape 

plastid >gi_167117 (M35600) 60-kDa beta-polypeptide of 
plastid chaperonin-60 precursor [Brassica napus] 

299639 

LIB3156-010-Q1-K1-C8 

BLASTX 

g730510 

226 

1.0e-18 

103 

49 

RAS-RELATED PROTEIN RIC1 >gi_54215,0_pir S38740 GTP-binding 

protein - rice >gi_432607_gb_AAB28535_ (S66160) ras-related 
GTP binding protein possessing GTPase activity=ricl [Oryza 
sativa=rice, var. Yaraahoushi, callus, Peptide, 202 aa] 
[Oryza sativa] 

299640 

LIB3156-010-Q1-K1-D9 

BLASTX 

gl550814 

301 

1.0e-27 

89 

71 

(Y07959) 60S acidic ribosomal protein P0 [Zea mays] 
299641 

LIB3156-010-Q1-K1-E2 

BLASTN 

g4079799 

34 

2.0e-09 

62 

89 

Oryza sativa -S-phase-specific ribosomal protein (RSPSP94) 
mRNA, complete cds 

299642 

LIB3156-011-Q1-K1-A2 

BLASTX 

g2497492 

362 

1.0e-34 

113 

64 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_1653646_dbj_BAA18558_ (D90915) uridine 
monophosphate kinase [Synechocystis sp.] 



Seq. No. 



299643 



42145 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3156-011-Q1-K1-A5 

BLASTX 

g4539423 

143 

4.0e-09 

48 

54 

( AL04 9171 ) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299644 

LIB3156-011-Q1-K1-B4 

BLAST N 

g2828011 

84 

2.0e-39 

116 

93 

Zea mays starch synthase I precursor (Ssl) mRNA, nuclear 
gene encoding plastid protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299645 

LIB3156-011-Q1-K1-B5 

BLASTN 

g3450841 

47 

2.0e-17 

59 

95 

Oryza sativa mitogen activated protein kinase kinase (MEK1) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299646 

LIB3156-011-Q1-K1-C2 

BLASTX 

g2130105 

266 

1.0e-23 

78 

74 

histone H2A type 2 (clone wcH2A-4] 
>gi_536892_dbj_BAA07278_ (D38089) 
aestivum] >gi_536896_dbj_BAA07280_ 
[Triticum aestivum] , 



- wheat 
protein H2A [Triticum 
' (D38091) protein H2A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299647 

LIB3156-011-Q1-K1-D1 
BLASTX 
g4151319 
230 
> r 4.0e-19 
48 * 
96 

(AF089084) putative auxin efflux carrier protein; AtPINl 
[Arabidopsis thaliana] 



Seq. No. 



299648 



42146 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3156-011-Q1-K1-D3 . 

BLASTX 

gll72811 

242 

8.0e-21 

65 

71 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751jpir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



299649 

LIB3156-011-Q1-K1-E2 

BLASTX 

gll73218 

142 

2.0e-ll 

59 

71 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299650 

LIB3156-011-Q1-K1-G6 

BLASTX 

g3335365 

170 

3.0e-12 

91 

43 

(AC003028) high affinity calcium antiporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI . Description 



299651 

LIB3156-012-Q1-K1-D11 • ■ 

BLASTN 

gl68514 

46 

9.0e-17 

66 

92 

Z.mays cl locus myb homologue cDNA, exons 1-3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299652 

LIB3156-012-Q1-K1-E3 

BLASTX 

g2623300 

297 

6.0e-27 

98 

57 

(AC002409) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



Seq. No. 



299653 



42147 





Seq. ID 


LIB3156-013-Q1-K1-A9 




Method 


BLASTX 




NCBI GI 


g2662310 




BLAST score 


208 




E value 


1.0e-16 




Match length 


39 




% identity 


97 




NCBI Description 


(AB009307) bpwl [Hordeum vulgar e] 




Seq. No. 


299654 * 




Seq. ID 


LIB3156-013-Q1-K1-C2 




Method 


BLASTX 




NCBI GI 


g3152607 




BLAST score 


152 




E value 


4.0e-10 




Match length 


45 




% identity 


60 




NCBI Description 


(AC004482) putative receptor kinase [Arabidopsis thaliana] 




Seq. No. 


299655 




Seq. ID 


LIB3156-013-Q1-K1-C4 


m 


Method 


BLASTX 




NCBI GI 


g3746964 


fa 


BLAST score 


241 




E value 


9.0e-21 


Q 


Match length 


84 




% identity 


60 


tj : 


NCBI Description 


(AF092168) signal recognition particle 54 kDa subunit 


2 




precursor [Arabidopsis thaliana] 


•Li. 


Seq. No. 


299656 


7™ 


Seq. ID 


LIB3156-013-Q1-K1-C9 




Method 


BLASTX 




NCBI GI 


g2668744 




BLAST score 


265 


o 


E value 


2.0e-23 




Match length 


75 




% identity 


67 




NCBI Description 


(AF034946) ubiquitin conjugating enzyme [Zea mays] 




Seq. No. 


299657 




Seq. ID 


LIB3156-013-Q1-K1-D6 




Method 


BLASTN 




NCBI GI 


g2582640 




BLAST score 


37 




E value 


2.0e-ll 




Match length 


65 




% identity 


89 




NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicin 






factor, RSp40 




Seq. No. 


299658 




Seq. ID 


LIB3156-013-Q1-K1-E4 




Method 


BLASTN 




NCBI GI 


g236729 




BLAST score 


153 




E value 


1.0e-80 



42148 



Match length 231 
% identity 91 

NCBI Description metallothionein homologue [Zea mays, Genomic /mRNA, 1859 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299659 

LIB3156-013-Q1-K1-G12 

BLASTX 

gl076758 

269 

1.0e-23 

108 

57 

heat-shock protein precursor - rye >gi_2130093_pir S6577 6 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 

299660 

LIB3156-013-Q1-K1-G6 

BLASTN 

g22292 

37 

1.0e-ll 

77 

87 

Z.mays mRNA for glycine-rich protein 
299661 

LIB3156-014-Q1-K1-D4 

BLASTX 

g2499932 

397 

1.0e-38 

128 

66 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) >gi_726305 
(U22442)- adenine phosphoribosyltransf erase form 1 [Triticum 
. aestiyum] 



Seq. No. 


299662 


Seq. ID 


LIB3156-014- 


Method 


BLASTN 


NCBI GI 


gl532072 


BLAST score 


163 


E value 


2.0e-86 


Match length 


186 


% identity 


97 


NCBI Description 


Z.mays mRNA 


Seq. No. 


299663 


Seq. ID 


LIB3156-015- 


Method 


BLASTX 


NCBI GI 


gl419090 


BLAST score 


231 


E value 


2.0e-19 


Match length 


111 


% identity 


49 



-F3 



for S-adenosylmethionine decarboxylase 



42149 



NCBI Description 



(X94968) 37kDa chlproplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299664 

LIB3156-015-Q1-K1-B10 

BLASTX 

gl044940 

387 

2.0e-37 

102 

74 

(X92422) fusion gene [Zea mays] 
299665 

LIB3156-015-Q1-K1-D11 

BLASTX 

g3212539 

147 

1.0e-09 

64 

50 

Chain A, Structure Of Human Isovaleryl-Coa Dehydrogenase At 
2.6 Angstroms Resolution: Structural Basis For Substrate 
Specificity >gi_3212540_pdb_lIVH_B Chain B, Structure Of 
Human Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms 
Resolution: Structural Basis For Substrate Specificity 
>gi_3212541_j?db_lIVH_C Chain C, Structure Of Human 
Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms Resolution: 
Structural Basis For Substrate Specificity 
>gi_3212542j?db_lIVH_D Chain D, Structure Of Human 
Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms Resolution: 
Structural Basis For Substrate Specificity 

299666 

LIB3156-015-Q1-K1-E12 
BLAST N 

g4140643 -V™-* - ■ 

68 

8.0e-30 

120 

89 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

299667 

LIB3156-015-Q1-K1-F6 

BLASTX 

gll2994 

322 

7.0e-30 

71 

92 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 



" 42150 



mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299668 

LIB3156-015-Q1-K1-G11 

BLASTX 

g4415916 

447 

2.0e-44 
149 
58 

(AC006282) 
thaliana] 



putative pectin methylesterase [Arabidopsis 





299669 


Seq. ID 


LIB3156-015-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g554565 


BLAST score 


279 


E value 


6.0e-25 


Match length 


78 


% identity 


73 


NCBI Description 


(M24889) glutathione S-transf erase [Art. 




299670 


Seq. ID 


LIB3156-015-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3860247 


BLAST score 


214 


E value . 


1.0e-17 


Match length 


58 


% identity 


69 


NCBI Description 


(AC005824) unknown protein [Arabidopsis 


Seq. No. 


299671 


Seq. ID 


LIB3156-015-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


gl75854 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


60 


% identity 


90 


NCBI Description 


O.sativa 28S large subunit rRNA, 5 1 end 


Seq. No. 


299672 


Seq. ID 


LIB3156-016-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gll5782 


BLAST score 


163 


E value 


4.0e-18 


Match length 


63 


% identity 


64 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCi: 



(CAB) (LHCP) >gi_72747j?ir CDWT chlorophyll a/b-binding 

protein precursor - wheat >gi_170674 (M10144) chlorophyll 
a/b-binding protein precursor [Triticum aestivum] 



Seq. No. 



299673 



42151 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value* 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3156-016-Q1-K1-B11 

BLASTX 

g!657621 

148 

1.0e-13 

96 

50 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

299674 

LIB3156-016-Q1-K1-B8 

BLASTX 

g542179 

494 

4.0e-50 

115 

83 

alpha tubulin - maize >gi_629837_pir S39998 tubulin alpha 

chain - maize (fragment) >gi_393401_,emb_CAA52158_ (X73980) 
alpha tubulin [Zea mays] 

299675 

LIB3156-016-Q1-K1-C9 

BLASTX 

g3914430 

400 

4.0e-39 

87 

86 

PROTEASOME EPSILON CHAIN PRECURSOR (MACRO PAIN EPSILON 
CHAIN) ( MULT I C ATAL YT I C ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 

299676 

LIB3156-016-Q1-K1-D10 

BLASTX 

gl587206 

237 

2.0e-26 

122 

60 

T complex protein [Cucumis sativus] 
299677 

LIB3156-016-Q1-K1-D4 

BLASTX 

g4512616 

343 

2.0e-32 

83 

80 

(AC004793) Contains similarity to gi_1653332 extragenic 
suppressor (SuhB) from Synechocystis sp. gb_D90912 and is a 
member of the Inositol monophophatase family PF_00459. EST 
gb AA597395 comes from this gene. [Arabidopsis tha 



42152 



Seq. No. 


299678 


Seq. ID 


LIB3156-016-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2208962 


BLAST score 


211 


E value 


4.0e-17 


Match length 


66 


% identity 


67. 


NCBI Description' 


(Y10118) signal recognition particle subunit 14 [Oryza 




sativa] 


Seq. No. 


299679 


Seq. ID 


LIB3156-016-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3355468 


BLAST score 


244 


E value 


5.0e-21 


Match length 


91 


% identity 


59 


NCBI Description 


(AC004218) putative ribosomal protein L35 [Arabidopsis 




thaliana] 


Seq. No. 


299680 


Seq. ID 


LIB3156-016-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl008904 


BLAST score 


264 


E value 


5.0e-44 


Match length 


109 


% identity 


80 


NCBI Description 


(L43094) xyloglucan endotransglycosylase [Tropaeolum maj 


Seq. No. 


299681 


Seq. ID 


LIB3156-017-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4457221 


BLAST score 


143 


E value 


2.0e-09 


Match length 


50 


% identity 


58 


NCBI Description 


(AF127797) putative bZIP DNA-binding protein [Capsicum 




chinense] 


Seq. No. 


299682 


Seq. ID 


LIB3156-017-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2766452 


BLAST score 


183 


E value 


1.0e-13 


Match length 


71 


% identity 


54 


NCBI Description 


(AF029858) cytochrome P450 CYP71E1 [Sorghum bicolor] 


Seq. No. 


299683 


Seq. ID 


LIB3156-017-Q1-K1-C10 


Method 


BLASTX 



42153 



NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq., No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



gl931647 
167 

1.0e-ll 

75 
45 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

299684 

LIB3156-017-Q1-K1-C5 

BLASTN 

gl67086 

34 

8.0e-10 

94 

84 

Hordeum vulgare photosystem I protein (PSI-L) mRNA, 
complete cds 

299685 

LIB3156-017-Q1-K1-D11 

BLASTX 

g3776005 

154 

1.0e-10 

45 

67 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
299686 

LIB3156-017-Q1-K1-D3 

BLASTX 

gll3621 

264 

2.0e-23 
66 

82 V 
FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

299687 

LIB3156-017-Q1-K1-D6 

BLASTX 

g2764992 

166 

3.0e-18 

97 

55 

(Y08609) plasma membrane polypeptide [Nicotiana tabacum] 
299688 

LIB3156-017-Q1-K1-E12 
BLASTX 



42154 





NCBI.GI 


g2760334 




BLAST score 


259 




E value 


2.0e-22 




Match length 


83 




% identity 


57 




NCBI Description 


(AC002130) F1N21.5 [Arabidopsis tnaliana] 




Seq. No. 


299689 




Seq. ID 


LIB3156-017-Q1-K1-G11 




Method 


BLASTN 




NCBI GI 


g21892 




BLAST score 


94 




E value 


1.0e-45 




Match length 


134 




% identity 


93 




NCBI Description 


T.aestivum (clone pTAU1.3) Ul snRNA 




Seq. No. 


299690 




Seq. ID 


LIB3156-017-Q1-K1-H9 


n 


Method 


BLASTN 




NCBI GI 


g312178 ' 




BLAST score 


181 




E value 


2 . Oe-97 




Match length 


219 




% identity 


96 




NCBI Description 


Z.mays GapC2 gene 


" 

y s 


Seq. No. 


299691 


5 


Seq. ID 


LIB3156-020-Q1-K1-A10 




Method 


BLASTX 






y *i DO / 34? 




BLAST score 


225 




E value 


6.0e-19 




Match length 


61- 




% identity 


69 




NCBI Description 


(AC006577). Similar to gb U55861 RNA binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



nucleolysin (TIAR) from Mus musculus and contains several 
PF_00076 RNA recognition motif domains. ESTs gb_T21032 and 
gb_T44127 come from this gene. [Arabidopsis t 

299692 

LIB3156-020-Q1-K1-A7 

BLASTX 

g3687240 

323 

5.0e-30 

121 

50 

(AC005169) extensin-like protein 
299693 

LIB3156-021-Q1-K1-D1 
BLASTX 
g2842698 
194 

2.0e-15 
48 



[Arabidopsis thaliana] 



42155 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

PROBABLE ARP2/3 COMPLEX 20 KD SUBUNIT (P20-ARC) 
>gi_1644319_emb_CAB03609.1_ (Z81317) arp 2-3 complex 20kd 
subunit [Schizosaccharomyces pombe] 

299694 

LIB3156-021-Q1-K1-D4 

BLASTN 

gl8963 

231 

1.6e-127 

247 

98 

Z.mays raRNA for dehydrin (dhn3) 
299695 

LIB3156-021-Q1-K1-F6. 

BLASTX 

g3169182 

191 

2.0e-14 

40 

78 

(AC004401) unknown protein [Arabidopsis thaliana] 
299696 

LIB3156-021-Q1-K1-G2 

BLASTX 

g4587550 

267 

2.0e-23 
70 
73 

(AC006577) 
thaliana] 



EST gb_R64848 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299697 

LIB3156-021-Q1-K1-G3 

BLASTX 

gl076758 

431 

7.0e-43 

99 

86 

heat-shock protein precursor - rye >gi_2130093_j?ir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 

299698 

LIB3156-021-Q1-K1-G8 

BLASTX 

g4587550 

437 

2.0e-43 

133 

65 



42156 



NCBI Description 



(AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299699 

LIB3157-002-Q1-K1-A8 

BLAST N 

g4140643 

39 

1.0e-12 

39 

100. 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

299700 

LIB3157-002-Q1-K1-E6 

BLASTN 

g22204 

35 

2.0e-10 

59 

90 

Maize Bz-McC gene for UDPglucose flavonoid 
glycosyl-transf erase 

299701 

LIB3157-002-Q1-K1-F3 

BLASTX 

g729470 

517 

9.0e-53 

123 

77 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA7 9702_ 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299702 

LIB3157-002-Q1-K1-F5 

BLASTX 

g4263517 

153 

3.0e-10 

80 

39 

(AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299703 

LIB3157-003-Q1-K1-A2 

BLASTX 

g2137490 



42157 



BLAST score 

E ' value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



205 

.2 ? .0e-16 

98 

48 

lymphocyte specific helicase - mouse >gi_805296 (U25691) 
lymphocyte specific helicase [Mus musculus] 

299704 

LIB3157-003-Q1-K1-C2 

BLASTN 

g2668741 

253 

1.0e-140 

253 
100 

Zea mays glycine-rich RNA binding protein (GRP) mRNA, 
complete cds 

299705 

LIB3157-003-Q1-K1-H8 

BLASTN 

g22237 

192 

1.0e-104 

200 

99 

Maize mRNA for cytosolic GAPDH (GapC) 
glyceraldehyde-3-phosphate dehydrogenase 



O 



Seq. No. 


299706 


Seq. ID 


LIB3157-004-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


53 


E value 


4.0e-21 


Match length 


61 


% identity 


97 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


299707 


Seq. ID 


LIB3157-004-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3894186 


BLAST score 


241 


E value 


2.0e-20 


Match length 


107 


% identity 


50 


NCBI Description 


(AC005662) putative embryo-abundant proti 




thaliana] 


Seq. No.. 


299708 


Seq. ID 


LIB3157-004-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


g2668747 


BLAST score 


119 


E value ■ 


2.0e-60 


Match length 


123 



42158 



% identity 


99 


NCBI Description 


Zea mays ribosoirial protein L17 (rpll7) mRNA, complete cds 


Seq. No. 


299709 


Seq. ID 


.LIB3157-004-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


211 


E value 


6.0e-17 


Match length 


71 


% identity 


. 63 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea mays] 


Seq. No. 


299710 


Seq. ID 


LIB3157-004-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3913430 


BLAST score 


223 


E value 


3.0e-18 


Match length 


94 


% identity 


48 


NCBI Description 


PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE {DEAH BOX 




PROTEIN 13) >gi_2407195 (AF017153) putative RNA helicase 




and RNA dependent ATPase [Mus musculus] 


Seq. No. 


299711 


Seq. ID 


LIB3157-005-Q1-K1-A10 


Method 


BLASTN 


NCBI GI 


g22l6l 


BLAST score 


HO 


E value 


6.0e-55 


Match length 


154 


% identity 


93 


NCBI Description 


Z.mays MANTl mRNA for adenine nucleotide translocator (al: 




called ADP/ATP translocase) 


Seq. No. 


299712 


Seq. ID 


LIB3157-005-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g730456 


BLAST score 


198 


E value 


1.0e-15 


Match length 


43 


% identity 


86 


NCBI Description 


4 OS RIBOSOMAL PROTEIN SI 9 


Seq. No. 


299713 


Seq. ID 


LIB3157-005-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4336747 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


66 


% identity 


52 


NCBI Description 


(AF104 924) unconventional myosin heavy chain [Zea mays] 



Seq. No. 299714 



42159 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3157-005-Q1-K1-G3 

BLASTX 

g531829 

209 

1.0e-16 

66 

62 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



299715 

LIB3157-006-Q1-K1-F9 

BLASTN 

g2062691 

37 

1.0e-ll 
37 

100 - 

Human sodium phosphate transporter 
cds 



(NPT4) mRNA, complete 



Seq. No. 

Seq ; . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299716 

LIB3157-007-Q1-K1-F1 

BLASTN 

g463151 

45 

4.0e-16 

65 

92 

Zea mays high sulfur zein gene, complete cds 
299717 

LIB3157-007-Q1-K1-G12 

BLASTN 

g2921303 

67 

2.0e-29 

159 

86 

Zea mays herbicide safener binding protein (SBP1) mRNA f 
complete cds 

299718 

LIB3157-007-Q1-K1-H4 

BLASTX 

g3128168 

190 

2.0e-14 

59 

58 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis" thaliana] 

299719 

LIB3157-007-Q1-K1-H7 

BLASTN 

gl870198 



42160 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 : 

6.0e-27 

62 

100 

Z.mays mRNA for acyl carrier protein 
299720 

LIB3157-008-Q1-K1-B6 

BLASTX 

g2160174 

221 

4.0e-18 

58 

74 

(AC000132) Identical to A. thaliana PUR2 (gb_X74766) . ESTs 
gb__ATTS3927, gb_N9644 6 come from this gene, [Arabidopsis 
thaliana] 



3 3 



Seq. No. 


299721 


Seq. ID 


LIB3157-008-Q1-K1-G6 


Method 


BLAST N 


NCBI GI 


gl063665 


BLAST score 


48 


E value 


2.0e-18 


Match length 


146 


% identity 


82 


NCBI Description 


Zea mays unknown protein : 


Seq. No. 


299722 


Seq. ID 


LIB3157-008-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


g3043528 


BLAST score 


147 


E value 


6.0e-77 


Match length 


171 


% identity 


97 


NCBI "Description 


Zea mays mRNA for flavin 


Seq. No. 


299723 


Seq. ID 


LIB3157-009-Q1-K1-B6 


Method 


BLASTN 


NCBI GI 


g949979 


BLAST score 


34 


E value 


9.0e-10 


Match length 


57 


% identity 


89 


NCBI Description. 


Z.mays Glossy2 locus DNA 


Seq. No. 


299724 


Seq. ID 


LIB3157-009-Q1-K1-C11 


Method. 


BLASTX 


NCBI GI 


g2511531 


BLAST score 


172 


E value 


2.0e-12 


Match length 


40 


% identity 


85 


NCBI Description 


(AF008120) alpha tubulin 



(PAO.) 



1 [Eleusine indica] 



42161 



) 



O 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity - 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_316394 4_emb_CAA06618_. (AJ005598) alpha-tubulin 1 
. [Eleusine indica] 

299725 

LIB3157-009-Q1-K1-D9 

BLAST N 

g2773153 

61 

9.0e-26 

157 

85 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

299726 

LIB3157-009-Q1-K1-G10 

BLASTN 

gll77368 

170 

1.0e-90 

294 

90 

Z.mays mRNA for ribosomal protein L39 
299727 

LIB3157-009-Q1-K1-G11 

BLASTX 

g3928093 

191 

2.0e-14 

48 

77 

(AC005770) IVR-like protein [Arabidopsis thaliana] 
299728 

LIB3157-012-Q1-K1-A3 

BLASTN 

g531828 

47 . 

2.0e-17 

79 

90 

Cloning vector pSportl, complete cds 
299729 

LIB3157-012-Q1-K1-G6 

BLASTX 

g531829 

163 

2.0e-ll 

63 

51 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 
Seq. ID 



299730 

LIB3157-013-Q1-K1-A12 



42162 



Method 


BLASTN 


NCBI GI 


gl498052 


BLAST score 


105 


E value 


5.0e-52 


Match length 


197 


% identity 


88 


NCBI Description 


Zea mays ribosomal protein S8 mRNA, 


Seq. No. 


299731 


Seq. ID 


LIB3157-013-Q1-K1-E8 


Method 


BLASTN 


NCBI GI 


gl68577 


BLAST score 


68 


E value 


6.0e-30 


Match length 


109 


% identity 


99 


NCBI Description 


Maize phospholipid transfer protein : 


Seq. No. 


299732 


Seq. ID 


LIB3157-014-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


gl532072 


BLAST score 


73 


E value 


7.0e-33 


Match length 


236 


% identity 


83 


NCBI Description 


Z.mays mRNA for S-adenosylmethionine 


Seq. No. 


299733 


Seq. ID 


LIB3157-014-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl706738 


BLAST score 


273 


E value 


4.0e-24 


Match length 


119 


% identity 


44 


NCBI Description 


FLAVONOL 3-SULFOTRANSFERASE (F3-ST) 




flavonol 3-sulfotransf erase [Flaveri 


Seq. No. 


299734 


Seq. ID 


LIB3157-014-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


200 


E value 


1.0e-15 


Match length 


69 


% identity 


57 


NCBI Description 


(U12390) beta-galactosidase alpha pe; 




pSportl] 


Seq. No. 


299735 


Seq. ID 


LIB3157-014-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3789942 


BLAST score 


144 


E value 


1.0e-14^. 


Match length 


68 



3 1 end 



42163 



% identity ttCr , 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14 

(AF093505) polyubiquitin [Saccharum hybrid cultivar 
H32-8560] 

299736 

LIB3157-015-Q1-K1-D5 

BLASTX 

g971137 

145 

4.0e-09 

58 

48 

(D63840) modified alpha peptide of E. coli 
beta-galactosidase [Cloning vector pKF296] 
>gi_971149_dbj_BAA09905_ (D63844) modified alpha peptide 
E. coli beta-galactosidase [Cloning vector pKF16k] 



Seq. No. 


299737 


Seq. ID 


LIB3157-015-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


St i Hon t" i t" \/ 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


299738 


Seq. ID 


LIB3157-016-Q1-K1-C12 


Method 


BLASTN 


NCBI GI 


g498774 


BLAST score 


77 


E value 


2.0e-35 


Match length 


263 


% identity 


82 


NCBI Description 


Z.mays (cv DH5xDH7) hsp70-5 mRNA for heat shock protein 


Seq. No. 


299739 


Seq. ID 


LIB3157-016-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


g3420038 


BLAST score 


60 


E value 


1.0e-25 


Match length 


123 


% identity 


44 


NCBI Description 


Zea mays gypsy/Ty3-type retrotransposon Tekay, complete 




sequence 


Seq. No. 


299740 


Seq. ID 


LIB3157-016-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


gl870200 


BLAST score 


59 


E value 


6.0e-25 


Match length 


75 


% identity 


95 


NCBI Description 


Z.mays cyp71c2 gene 



42164 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299741 

LIB3157-016-Q1-K1-G2 

BLASTX 

gl079321 

155 

2.0e-13 

83 

51 

XPMC2 protein - African clawed frog >gi_595380 (U10185) 
XPMC2 protein [Xenopus laevis] 

299742 

LIB3157-017-Q1-K1-A12 

BLASTX 

gl711381 

137 

1.0e-08 

53 

57 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>giJL256204_dbj_BAA12206_ (D84061) phosphoserine 
aminotransferase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299743 

LIB3157-017-Q1-K1-C6 

BLASTX 

g567893 

177 

8.0e-13 

73 
52 

(L37382) beta-galactosidase-coitiplementation protein 
[Cloning vector] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299744 

LIB3157-017-Q1-K1-D10 

BLASTN 

g342631 

104 

2.0e-51 

239 

86 

Maize mitochondrial F- 



1-ATPase subunit-2 mRNA, complete cds 



299745 

LIB3157-017-Q1-K1-D5 

BLASTN 

g433038 

95 

6.0e-46 

202 

88 

Zea mays W-22 clone cDNA7 retroelement PREM-l-containing 
mRNA 



Seq. No. 



299746 



42165 



Seq. ID. LIB3157-017-Q1-K1-D8 

Method BLASTN 

NCBI'GI g22223 

BLAST score 55 

E value 3.0e-22 

Match length 59 

% identity 98 

NCBI Description Maize cab-1 gene for chlorophyll a/b-binding protein 

Seq. No. 299747 

Seq. ID LIB3157-017-Q1-K1-E9 - 

Method BLASTN 

NCBI GI g22332 

BLAST score 76 

E value 7.0e-35 

Match length 120 

% identity 91 

NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299748 

LIB3157-018-Q1-K1-B11 

BLASTN 

gl498052 

160 

8.0e-85 

229 

92 

Zea mays ribosomal protein S8 mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity-; t 
NCBI Description 



299749 

LIB3157-018-Q1-K1-C12 

BLASTX 

g2323410 

186 

5.0e-14 

56 

61 

(AF015913) SkblHs [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299750 

LIB3157-018-Q1-K1-E11 v .: 

BLASTN 

g531828 

42 

1.0e-14 

82 

88 

Cloning vector pSportl, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299751 

LIB3157-018-Q1-K1-G9 

BLASTX 

gl68422 

211 

5.0e-17 

46 

89 



42166 



NCBI Description 



(J04550) auxin-binding protein precursor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299752 

LIB3157-018-Q1-K1-H6 

BLASTX 

g2267597. 

259 

1.0e-24 

83 

70 

(AF009413) 10 JcDa chaperonin [Oryza sativa] 
299753 

LIB3157-019-Q1-K1-A10 

BLASTX 

g3894187 

218 

1.0e-17 

83 

63 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
299754 

LIB3157-019-Q1-K1-A3 

BLASTX 

g2864618 

149 

1.0e-09 

67 
46 

(AL021811) putative protein [Arabidopsis thaliana] 
299755 

LIB3157-019-Q1-K1-C8 

BLASTX 

g2160180 

261 

1.0e-22 

76 

63 

(AC000132) No definition line found [Arabidopsis thaliana] 
299756 

LIB3157-019-Q1-K1-G1 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
299757 

LIB3157-019-Q1-K1-H1 

BLASTX 

g4235430 

187 



42167 



E value 


3.0e-14 


Match length 


50 


% identity 


72 


NCBI Description 


(AF098458) latex-abundant protein [Hevea brasiliensis] 


Seq. No. 


299758 


Seq. ID 


LIB3157-020-Q1-K1-A4 


Method 


BLASTN 


NCBI GI 


g22091 


BLAST score 


108 


E value 


4.0e-54 


Match length 


173 


% identity 


91 


NCBI Description 


Z.diploperennis gene for hydroxyproline-rich glycoproti 


Seq. No. 


299759 


Seq. ID 


LIB3157-020-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g444046 


BLAST score 


48 


E value 


4.0e-18 


Match length 


48 


% identity 


100 


NCBI Description 


Z.mays 0BF1 mRNA for ocs-element binding factor 


Seq. No. 


299760 


Seq. ID 


LIB3157-020-Q1-K1-C11 


Method 


" BLASTN 


NCBI GI 


g22324 


BLAST score 


120 


E value 


5.0e-61 


Match length 


192 


% identity 


91 


NCBI Description 


Z.mays mRNA for H2B histone (clone CH2B221) 


Seq. .No. 


299761 


Seq. ID 


LIB3157-020-Q1-K1-G1 


Method 


BLASTN . 


NCBI GI 


g!68500 


BLAST score 


86 


E value 


7.0e-41 


Match length 


110 


% identity 


95 


NCBI Description 


Maize (Zea mays) histone H4 gene (H4C14), complete cds 


Seq. No. 


299762 


Seq. ID 


LIB3157-021-Q1-K1-B10 


Method 


BLASTN 


NCBI GI 


g3822035 


BLAST score 


146 - 


E value 


2.0e-76 


Match length 


201 


% identity 


94 


NCBI Description 


Zea mays endo-1, 3-1, 4-beta-D-glucanase mRNA, complete < 


Seq. No. 


299763 


Seq. ID 


LIB3157-021-Q1-K1-C4 



42168 



o 



01 



Method 


BLASTX 


IN^Ol OX 


al001834 


BLAST score 


538 


E value 


4.0e-55 


Match length 


143 


% identity 


69 


NCBI Description 


(D64005) hypothet 


Seq. No. 


299764 


Seq. ID . 


LIB3157-021-Q1-K1- 


Method 


BLASTN 


OX 


al68468 


BLAST score 


42 


E value 


3.0e-14 


Match length 


42 


% identity 


100 


NCBI Description 


Maize ferredoxin : 


Seq. No. 


299765 


Seq. ID v 


LIB3157-021-Q1-K1- 


Method 


BLASTN 


NCBI GI 


g22251 


DT ACT" o pa y~C± 


j <j 


E value 


5.0e-22 


Match length 


55 


% identity 


100 


NCBI Description 


Z.mays mRNA that < 




cells 


Seq. No. 


299766 


Seq. ID 


LIB3157-021-Q1-K1 


Method 


BLASTN 


NCBI GI 


gl244652 




81 


E value 


1.0e-37 


Match length 


141 


% identity 


89 


NCBI Description 


Zea mays copia-ty] 




cds 


Seq. No. 


299767 


Seq. ID 


LIB3158-001-Q1-K1 


Method 


BLASTX 


NCBI GI 


gll70937 


BLAST score 


203 


E value 


4.0e-16 


Match length 


51 


% identity 


76 



hypothetical protein [Synechocystis sp.] 



I (Fd) isoprotein mRNA, pFDl 



a novel subset of cortical 



PREM-2 gag gene, complete 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299768 

LIB3158-001-Q1-K1-D2 

BLASTX 

g3024018 



42169 



BLAST .score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303 - 

1.0e-27 

71 

85 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_154 6919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

299769 

LIB3158-001-Q1-K1-E2 

BLASTX 

gl747294 

184 

3.0e-14 

47 

79 

(D45383) vacuolar H+-pyrophosphatase [Oryza sativa] 



299770 

LIB3158-001-Q1-K1-E5 

BLASTX 

g480669 

289 

3.0e-26 

103 

62 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) 
artichoke (fragment) >gi 1359894 emb_CAA81210_ 



- Jerusalem 
(Z26251) 



NADPH-ferrihemoprotein reductase [Helianthus tuberosus] 
299771 

LIB3158-001-Q1-K1-F6 

BLASTX 

g693916 

372 

5.0e-36 

85 

85 

(U21111) chlorophyll a/b binding protein [Solanum 
tuberosum] 



Seq. No. 299772 

Seq. ID LIB3158-003-Q1-K1-B2 

Method BLASTX 

NCBI GI g2662343 

BLAST score 196 . 

E value 2.0e-15 

Match length 80 

% identity 51 

NCBI Description (D63581) EF-1 alpha [Oryza sativa] 

Seq. No. 299773 

Seq. ID LIB3158-003-Q1-K1-C11 

Method BLASTN 

NCBI GI gl69818 

BLAST score 76 



42170 



E value 
Match lerigth 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-34 

76 
100 

Rice 25S ribosomal RNA gene 
299774 

LIB3158-003-Q1-K1-D2 

BLASTN 

g2921303 

98 

4.0e-48 

170 

89 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

299775 

LIB3158-003-Q1-K1-D9 

BLASTX 

g548604 

164 

2.0e-ll 

34 

88 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_1076728_pir S51813 photosystem-I PSI-F chain precursor 

- barley >gi_4 69560 (U08135) photosystem-I PSI-F subunit 
precursor [Hordeum vulgare] 



Seq. No. 


299776 




Seq. ID 


LIB3158-003-Q1- 


-Kl-Ell 


Method 


BLASTX 




NCBI GI 


g3068714 




BLAST score 


201 




E value 


2.0e-30 




Match length 


114 




% identity 


61 




NCBI Description 


(AF049236) unknown [A 


Seq. No. 


299777 




Seq. ID 


LIB3158-003-Q1- 


-K1-G5 


Method 


BLASTN 




NCBI GI 


gl850902 




BLAST score 


93 




E value 


5.0e-45 




Match length 


121 




% identity 


95 




NCBI Description 


Z.mays cyp71c4 


gene 


Seq. No. 


299778 




Seq. ID 


LIB3158-003-Q1- 


-K1-G6 


Method 


BLASTX 




NCBI GI 


g3258575 




BLAST score 


320 




E value 


6.0e-30 




Match length 


93 





42171 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method .-. ; 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
299779 

LIB3158-003-Q1-K1-G8 

BLASTX 

g3603353 

218 

8.0e-18 

109 

46 

(AF074843) peroxisomal targeting signal type 1 receptor 
[Arabidopsis thaliana] 



299780 

LIB3158-004-Q1-K1-A8 

BLASTX 

g4454799 

158 

3.0e-ll 

38 

87 

(AF079782) translation 



initiation factor 4A2 [Zea mays] 



Seq. No. 
Seq. ID 



299781 

LIB3158-004-Q1-K1-F4 

BLASTN 

g435312 

73 

2.0e-33 

81 

98 

Z.mays mRNA for beta-D-glucosidase 
299782 

LIB3158-005-Q1-K1-A12 

BLASTX 

g4539459 

152 

3.0e-10 

59 

54 

(AL049500) putative protein [Arabidopsis thaliana] 
299783 

LIB3158-005-Q1-K1-A3 

BLASTX 

g82734 

645 

9.0e-68 

136 

29 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 

299784 

LIB3158-005-Q1-K1-A5 



42172 



Method BLASTN ■ * 

NCBI GI gl060934 

BLAST score 55 

E value 2.0e-22 

Match length 63 

% identity 97 

NCBI Description Maize mRNA for mLIPIS (DNA-binding factor), complete cds 

Seq. No. 299785 

Seq. ID LIB3158-005-Q1-K1-H11 

Method BLASTX 

NCBI GI g3176669 

BLAST score 162 

E value 3.0e-ll 

Match length 57 

% identity 42 

NCBI Description (AC004393) End is cut off. [Arabidopsis thaliana] 

Seq. No. 299786 

Seq. ID LIB3158-005-Q1-K1-H12 

Method BLASTN 

. NCBI GI g3108052 

BLAST score 47 

E value 2.0e-17 

Match length 59 

% identity 95 

NCBI Description Zea mays myo-inositol 1-phosphate synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299787 

LIB3158-006-Q1-K1-B9 

BLASTX 

g2285792 

168 

9.0e-12 

43 

70 

(AB004568) cyanase [Arabidopsis thaliana] 
>gi_3287503_dbj_BAA31224_ (AB015748) cyanase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299788 

LIB3158-006-Q1-K1-D4 

BLASTX 

g531829 

163 

2.0e-ll 

64 

55 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299789 

LIB3158-006-Q1-K1-E5 

BLASTN 

g4140643 

109 



42173 



E value 


2.0e-54 


Match length 


237 


% identity 


87 


NCBI Description 


Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 




complete sequence 


Seq. No. 


299790 


Seq. ID 


LIB3158-006-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl.«-6228 


BLAST score 


293 


E value 


2.0e-34 


Match length 


83 


% identity 


92 


NCBI Description 


(U76190) actin [Pisum sativum] >gi_1666230 (U76191J actin 




[Pisum sativum] >gi 1724137 (U81046) actin [Pisum sativum] 




>gi_1724139 (U81047) actin [Pisum sativum] 


Seq. No. 


299791 


Seq. ID 


LIB3158-008-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score - 


167 


E value 


4.0e-12 


Match length 


70 


% identity 


53 


NCBI Description 


(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 


Seq. No. 


299792 


Seq. ID 


LIB3158-008-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl705678 


BLAST score 


258 


E value 


1.0e-22 


Match length 


84 


% identity 


68 


NCBI Description 


CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAiNING 




PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 




valosin-containing protein [Glycine max] 


Seq. No. 


299793 


Seq. ID 


LIB3158-008-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g2921303 


BLAST score 


75 


E value 


2.0e-34 


Match length 


159 


% identity 


87 


NCBI Description 


Zea mays herbicide safener binding protein (SBP1) mRNA, 




complete cds 


Seq. No. 


299794 


Seq. ID 


LIB3158-008-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4585901 


BLAST score 


148 


E value 


4.0e-17 



42174 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 

43 : \; 

(AC007133) hypothetical protein [Arabidopsis thaliana] 
299795 

LIB3158-008-Q1-K1-F7 

BLASTX 

gl362615 

149 

1.0e-17 

100 

50 

iswi protein - fruit fly (Drosophila melanogaster) 
>gi_439197 (L27127) ISWI protein [Drosophila melanogaster] 

299796 

LIB3158-008-Q1-K1-H11 

BLASTX 

g541800 

238 

3.0e-20 

78 

64 

protein kinase (EC 2.7.] 
> g i_4 5 4 9 8 0_emb_CAA5 4 7 4 6_ 



.37) cdc2-Pa - Norway spruce 
(X77680) cdc2Pa [Picea abies] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299797 

LIB3158-010-Q1-K1-E10 

BLASTX 

g2129613 

414 

1.0e-40 

141 

59 

homeotic protein BEL1 - Arabidopsis thaliana >gi_1122533 
(U39944) BELLI [Arabidopsis thaliana] ...... 

299798 

LIB3158-010-Q1-K1-E2 

BLASTX 

g2370232 

152 

3.0e-10 

44 

64 

(AJ001341) putative acyl-CoA oxidase [Hordeum vulgare] 
299799 

LIB3158-010-Q1-K1-E4 

BLAST N 

g3043528 

41- 

1.0e-13 

77 

88 

Zea mays mRNA for flavin containing polyamine oxidase (PAO) 



42175 



Seq. No. 


299800 . 


Seq. ID 


LIB3158-010-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2245378 


BLAST score 


143 


E value 


3.0e-13 


Match length 


80 


% identity 


53 


NCBI Description 


(U83245) auxin response factor 1 [Arabidopsis thai. 


Seq. No. 


299801 


Seq. ID 


LIB3158-011-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4580394 


BLAST score 


214 


E value 


2.0e-17 


Match length 


62 


% identity 


60 


NCBI Description 


(AC007171) putative fatty acid elongase [Arabidops 




thaliana] 


Seq. No. 


299802 


Seq. ID 


LIB3158-011-Q1-K1-C4 


Method 


e£Eastx 


NCBI GI 


g3688328 


BLAST score 


192 


E value 


3.0e-15 


Match length 


64 


% identity 


66 


NCBI Description 


(AJ228325) reverse transcriptase [Ginkgo biloba] 


Seq. No. 


299803 


Seq. ID 


LIB3158-012-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4090884 


BLAST score 


188 


E value 


. 3 .0e-14 . . . " • * ' . 


Match length 


62 


% identity 


63 


NCBI Description 


(AF025333) vesicle-associated membrane protein 7B; 




synaptobrevin 7B [Arabidopsis thaliana] 


Seq. No. 


299804 


Seq. ID 


LIB3158-012-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g559535 


BLAST score 


46 


E value 


9.0e-17 


Match length 


146 


% identity 


83 


NCBI Description 


Z.mays mRNA for metallothionein 


Seq. No. 


299805 


Seq. ID 


LIB3158-012-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl498388 


BLAST score 


405 



42176 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-39 
104 ' 
86 

(U60510) actin [Zea mays] 
299806 

LIB3158-012-Q1-K1-H10 

BLASTX 

g629843 

353 

1.0e-33 

99 

74 

heat shock protein hsp70-4 - maize (fragment) 

>gi_4 98773_emb_CAA55183__ (X78414) heat shock protein 70 kDa 

[Zea mays] 

299807 

LIB3158-012-Q1-K1-H4 

BLASTN 

g22121 

35 

2.0e-10 

111 

83 

Maize alcohol dehydrogenase 1 gene (Adhl-IF) 
299808 

LIB3158-014-Q1-K1-A11 

BLASTX 

gll9355 

158 

5.0e-ll 

59 

58 

ENOLASE 1 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 
( 2 -PHOSPHO-D-GLYCERATE. HYDRO-LYASE 1) . ' " 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 

299809 

LIB3158-014-Q1-K1-A12 

BLASTX 

g3377797 

175 

4.0e-14 

71 

65 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 
Seq. ID 



299810 

LIB3158-014-Q1-K1-A3 



42177 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI ^ ' 

BLAST score * 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g'2880047 

182 ■ - 

3.0e-16 

118 

44 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
299811 

LIB3158-01.4-Q1-K1-B9 

BLASTX 

g531829 

144 

4.0e-09 

62 

48 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

299812 

LIB3158-014-Q1-K1-C8 

BLAST N 

g500854 

36" 

6.0e-ll 

96 

84 

Maize dissociation element DNA 
299813 

LIB3158-014-Q1-K1-E8 

BLASTN 

g473602 

71 

7.0e-32 
151 

87 - , 

Zea mays W-22 histone H2A mRNA, complete cds 

299814 

LIB3158-014-Q1-K1-G5 

BLASTX 

g728630 

170 

5.0e-12 

59 

61 

(X85103) orf [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299815 

LIB3158-014-Q1-K1-G9 

BLASTX , 

gl518540 

268 

1.0e-23 

103 

56 



42178 



NCBI Description (U53.418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299816 

LIB3158-015-Q1-K1-A4 

BLASTX 

g2149640 

230 

1.0e-19 

63 

65 

(U91995) Argonaute protein [Arabidopsis thaliana] 
299817 

LIB3158-015-Q1-K1-C5 

BLASTX 

g2996096 

545 

3.0e-56 

107 

98 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

299818 

LIB3158-015-Q1-K1-D1 

BLASTX 

gll73456 

140 

4.0e-09 
44 

55 

SMALL NUCLEAR RIBONUCLEOPROTEIN SM D3 (SNRNP CORE PROTEIN 
D3) (SM-D3 ) >gi_600750 (U15009) Sm D3 [Homo sapiens] 

299819 

LIB3158-016-Q1-K1-A7 

BLASTX * ... 

g!710841 

150 

5.0e-10 

43 • 
70 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_7 5824 7_emb_CAA5 627 8_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299820 

LIB3158-016-Q1-K1-D2 

BLASTX 

g2995953 

266 

3.0e-23 
72 
69 

(AF053565) 



glutaredoxin I [Mesembryanthemum crystallinum] 



Seq. No. 



299821 



42179 



Seq. ID - LIB3158-016-Q1-K1-E4 

Method BLASTX 

NCBI GI g2190992 

BLAST score 202 

E value 3.0e-16 

Match length 83 

% identity 51 

NCBI Description (AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 

Seq. No. 299822 

Seq. ID LIB3158-016-Q1-K1-F12 

Method BLASTX 

NCBI GI g417482 

BLAST score 139 

E value 8.0e-09 

Match length 41 

% identity 63 



NCBI Description PROTEIN FARNESYL TRANSFERASE BETA SUBUNIT (CAAX 
FARNESYLTRANSFERASE BETA SUBUNIT) (RAS PROTEINS 

PRENYLTRANSFERASE) (FTASE-BETA) >gi_54 1966_pir JQ2254 

farnesyl-diphosphate farnesyltransf erase (EC 2.5.1.21) beta 
chain - garden pea >gi_16904 9 (L08 664) f arnesyl-protein 
transferase beta-subunit [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299823 

LIB3158-017-Q1-K1-A10 

BLASTX 

gl532168 

189 

1.0e-14 

60 

75 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
t ha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



299824 

LIB3158-017-Q1-K1-B11 

BLASTX 

gl076644 

161 

1.0e-ll 

72 

49 

sucrose transport protein - common tobacco 
>gi_575351_emb_CAA57727_ (X82276) sucrose transporter 
[Nicotiana tabacum] 



Seq. No. ; 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299825 

LIB3158-017-Q1-K1-B12 

BLASTX 

gl061040 

350 

1.0e-33 



42180 



Match length 
% identity - 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. Np. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



76 
84 

(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

299826 

LIB3158-017-Q1-K1-B4 

BLASTX 

gl532165 . 

264 

4.0e-23 

80 

60 

(U63815) similar to dehydrogenase encoded by GenBank 
Accession Number S39508; localized according to blastn 
similarity to EST sequences; therefore, the coding span 
corresponds only to an area of similarity since the 
initation codon and stop 

299827 

LIB3158-017-Q1-K1-C10 

BLASTX 

g416758 

247 

3.0e-21 

86 

58 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_j)rf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

299828 

LIB3158-017-Q1-K1-D12 

BLASTX 

g2827715 

432 

■6.0e-43 
107 
26 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 

299829 

-LIB3158-017-Q1-K1-F11 
BLASTX 
g2829924 
177 

2.0e-13 

72 

53 

(AC002291) Unknown protein [Arabidopsis thaliana] 
299830 

LIB3158-017-Q1-K1-F3 
BLASTN 



42181 



NCBI GI 


gl3923 


BLAST score 


60 


E value 


1.0e-25 


Match length 


100 


% identity 


91 


NCBI Description 


Maize mitochondrial gene for 18S rRNA 


Seq. No. 


299831 


Seq. ID 


LIB3158-017-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gll50932 


BLAST score 


305 


E value 


3.0e-28 


Match length 


89 


% identity 


70 


NCBI Description 


(X88864) cyclin [Medicago sativa] 


Seq. No. 


299832 


Seq. ID 


LIB3158-017-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4206210 


BLAST score 


151 


E value 


2.0e-10 


Match length 


43 


% identity 


65 


NCBI Description 


(AF071527) putative calcium channel [Arabidop; 




>gi_4263043_gb_AAD15312_ (AC005142) putative < 




channel [Arabidopsis thaliana] 


Seq. No. 


299833 


Seq. ID 


LIB3158-017-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl053047 


BLAST score 


416 


E value 


3.0e-41 


Match length 


83 


% identity 


-100 


NCBI Description 


(U38425) histone ~H3 [Glycine max] >gi 1053049 




histone H3 [Glycine max] >gi_1053051 (U38427) 




[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299834 

LIB3158-017-Q1-K1-H10 

BLASTX 

g3452497 

442 

3.0e-44 

87 

97 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299835 

LIB3158-017-Q1-K1-H11 

BLASTX 

g4580460 

396 

6.0e-39 



42182 



Match length 
% identity . 
NCBI Description 



84 
93 

(AC006081) putative 26S Protease Subunit 4 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299836 

LIB3158-018-Q1-K1-D4 

BLASTX 

g3378652 

602 

1.0e-62 

119 

99 

(AJ005039) CaM-1 [Nicotiana plumbaginif olia] 
>gi_3378654_emb_CAA06307_ (AJ005040) CaM-2 [Nicotiana 
plumbaginif olia] 

299837 

LIB3158-018-Q1-K1-E4 

BLASTX 

g629858 

219 

9.0e-18 

38 

100 

protein kinase C inhibitor - maize 
299838 

LIB3158-018-Q1-K1-F1 

BLASTX 

g4587614 

256 

4.0e-22 

82 

52 

(AC006951) hypothetical protein [Arabidopsis thaliana] 
299839 

LIB3158-018-Q1-K1-F10 

BLASTX 

g4582445 

175 

1.0e-12 

49 . 
65 

(AC007071) unknown protein [Arabidopsis thaliana] 
>gi_4589952_gb_AAD26470.1_AC007169_2 (AC007169) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299840 

LIB3158-018-Q1-K1-G5 

BLASTN 

g22435 

71 

9.0e-32 

133 

87 



42183 



NCBI Description 



Z.mays PK1 gene for receptor-like protein kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299841 . 

LIB3158-018-Q1-K1-H3 

BLASTX 

gll9355 

365 

6.0e-35 

128 

64 

ENOLASE 1 (2-PH0SPH0GLYCERATE DEHYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 



Seq. No. 


299842 


Seq. ID 


LIB3159-001-Q1-K1-A9 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


107 


E value 


2.0e-53 


Match length 


215 


% identity 


33 


NCBI Description 


Zea mays cosmid II.2E10 2\ 




complete sequence 


Seq. No. 


299843 


Seq. ID 


LIB3159-001-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


gl6072 


BLAST score 


47 


E value 


2.0e-17 


Match length 


202 


% identity 


81 


NCBI Description 


Acetabularia mediterranea 


Seq. No. 


299844 


Seq. ID 


LIB3159-001-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl41606 


BLAST score 


154 


E value 


2.0e-10 


Match length 


74 


% identity 


50 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 1 




>gi 72309_pir ZIZMD1 19K 




maize >gi_168682 (M12144) 


Seq. No. 


299845 


Seq. ID 


LIB3159-001-Q1-K1-E9 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


87 


E value 


2.0e-41 


Match length 


262 


% identity 


84 



(CLONE 19D1) 



42184 



NCBI Description 



Maize Zcl gene for Zein Zcl (14 kD zein-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299846 

LIB3159-001-Q1-K1-F11 

BLASTX 

g2832246 

232 

2.0e-19 

61 

77 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 
299847 

LIB3159-001-Q1-K1-H10 

BLASTN 

gl68687 

35 

4.0e-10 

51 

92 

Maize 22 kDa zein mRNA, clone CZ22C2, partial cds 
299848 

LIB3159-002-Q1-K1-C4 

BLASTX 

g2501353 

182 

6;0e-14 

72 

56 

TRANSKETOLASE, CHLOROPLAST (TK) >gi_1084 440_pir S54300 

trans ketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 
(fragment) >gi_664901_emb_CAA86607_ (Z46646) transketolase 
[Craterostigma plantagineum] 

299849 

LIB3159-002-Q1-K1-D3 

BLASTX 

g2149640 

159 

4.0e-ll 

66 

61 

(U91995) Argonaute protein [Arabidopsis thaliana] 
299850 

LIB3159-002-Q1-K1-D4 

BLASTX 

g3024018 

374 

2.0e-36 

77 

95 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb__CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] ^>gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



42185 



Seq. No. 


2,99851 


Seq. ID 


.LIB3159-002-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl903359 


BLAST score 


145 


E value 


4.0e-09 


Match length 


83 


% identity 


40 


NCBI Description 


(AC000104) F19P19J21 [Arabidopsis thaliana] 


Seq. No. 


.* '•■ . > ■ 
299852 


Seq. ID 


LIB3159-002-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4567273 


BLAST score 


291 


E value 


4.0e-26 


Match length 


119 


.% identity 


55 


NCBI Description 


(AC006841) putative vacuolar proton ATPase subunit 




[Arabidopsis thaliana] 


Seq. No. 


299853 


Seq. ID 


LIB3159-002-Q1-K1-F3 


Method 


BLAST N 


NCBI GI 


g22312 


BLAST score 


37 - 


E value 


2.0e-ll 


Match length 


123 


% identity 


89 


NCBI Description 


Maize ABA-inducible gene for glycine-rich protein 




abscisic acid) 


Seq. No. 


299854 


Seq. ID 


LIB3159-002-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


103 


E value 


9.0e-51 


Match length 


191 


% identity 


96 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


299855 


Seq. ID 


LIB3159-002-Q1-K1-H8 


Method 


BLASTN 


NCBI GI 


gl68575 


BLAST score 


99 


E value 


1.0e-48 


Match length 


164 


% identity 


90 


NCBI Description 


" Maize phospholipid transfer protein mRNA, complete 




clone 9C2 


Seq. No. 


299856 


Seq. ID 


LIB3159-003-Q1-K1-A6 


Method 


BLASTX 



42186 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4096786 
188' 

2.0e-14 

60 

68 

(U39958) NADP-malic enzyme [Zea mays] 
299857 

LIB3159-003-Q1-K1-B12 

BLASTX ■ t ■ ■ 

g3885884 

424 

8.0e-42 

97 

86 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
299858 

LIB3159-004-Q1-K1-D1 

BLASTX 

g464707 

450 

7.0e-45 

111 

76 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and , > 
gb_R30430 come from this gene. [Arabidopsis thaliana]' 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

299859 

LIB3159-005-Q1-K1-A4 

BLASTX 

g2288999 

320 

5.0e-34 

90 

78 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase 'isolog [Arabidopsis thaliana] 

299860 

LIB3159-005-Q1-K1-B1 

BLASTX 

g3033380 

206 



42187 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-16 

66 

65 

(AC004238) putative coatomer epsilon subunit [Arabidopsis 
thaliana] 

299861 

LIB3159-005-Q1-K1-F3 

BLASTX 

g4056480 

159 

7.0e-ll 

41 

73 

(AC005896) putative adenylate kinase [Arabidopsis thaliana] 
299862 

LIB3159-005-Q1-K1-F4 

BLASTN 

g22227 

165 

7.0e-88 

251 

95 

Z.mays CAB48 gene for chlorophyll a/b binding protein 
299863 

LIB3159-007-Q1-K1-E12 

BLASTN 

g22646 

66 

1.0e-28 

158 

94 

Z.mays MFS18 mRNA 
299864 

LIB3159-007-Q1-K1-E7 

BLASTX 

g2921512 

215 

2.0e-17 
92 

54 /'** . 

(AF037460) GF14 protein [Fritillaria agrestis] 

299865 

LIB3159-007-Q1-K1-F12 

BLASTX 

g2894379 

206 

2.0e-16 

85 

53 

(Y14573) ring finger protein [Hordeum vulgare] 



Seq. No. 



299866 



42188 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method * 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3159-007-Q1-K1-F6 

BLASTX r -" 

g3096949 

245 

5.0e-21 

92 

54 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF0677S8) cyclic 
nucleotide-gated cation, channel [Arabidopsis thaliana] 

299867 

LIB3159-007-Q1-K1-F8 

BLASTX 

g3096949 

187 

1.0e-23 

96 

59 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

299868 

LIB3159-007-Q1-K1-G12 

BLASTX 

g3885344 

173 

2.0e-12 

94 

37 

(AC005623) unknown protein [Arabidopsis thaliana] 
>gi_4557057_gb_AAD224 97.1_AC007154JL (AC007154) unknown 
protein [Arabidopsis thaliana] 

299869 

LIB3159-007-Q1-K1-G9 

BLASTX 

gll8104 

187 

1.0e-14 

45 

84 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_j>ir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

299870 

LIB3159-007-Q1-K1-H2 

BLASTX 

g2511590 

174 

1.0e-i2 

66 

53 



42189 



NCBI Description 



(Y13692) multicatalytic endopeptidase .complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi_3421111 
(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299871 

LIB3159-008-Q1-K1-A1 

BLASTX 

g3193303 

168 

2.0e-12 

64 

55 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB: U27807) ; partial CDS [Arabidopsis 
thaliana] 



Seq. No. 


299872 


Seq. ID 


LIB3159-008-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


503 


E value 


3.0e-51 


Match lpncrth 


110 


% identity 


91 


NCBI Description 


(AF049110) prpol [Zea mays] 


Seq. No. 


299873 


Seq. ID 


LIB3159-008-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gll29145 


BLAST score 


223 


E value 


4.0e-18 


Match length 


94 


% identity 


62 


NCBI Description 


(X75329) acetyl-CoA C-acyltransferasi 


Seq. No. 


299874 


Seq. ID 


LIB3159-008-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3914006 


BLAST, score 


186 


E value 


1.0e-19 


Match length 


64 


% identity 


84 


NCBI Description 


MITOCHONDRIAL LON PROTEASE HOMOLOG 2 




(U854 95) LON2 [Zea mays] 


Seq. No. 


299875 


Seq. ID 


LIB3159-008-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl498053 


BLAST score 


203 


E value 


3.0e-16 


Match length 


66 


% identity 


67 



PRECURSOR >gi 1816588 



42190 



NCBI Description 



(U64436) ribosomal protein S8 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299876 

LIB3159-008-Q1-K1-D3 

BLASTX 

g3021270 

470 

3.0e-47 

122 

72 

(AL022347) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 

299877 

LIB3159-008-Q1-K1-E10 

BLASTX 

gll5771 

364 

4.0e-35 

67 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

299878 

LIB3159-008-Q1-K1-E7 

BLASTX 

g4104561 

165 

1.0e-ll 

65 

49 

(AF036960) subtilisin-like protease [Glycine max] 
299879 

LIB3159-008-Q1-K1-F1 

BLASTX 

g2541876 

273 

5.0e-24 

137 

42 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299880 

LIB3159-008-Q1-K1-G10 

BLASTX 

gl00728 

195 

4.0e-15 

70 
61 

aspartate transaminase 



(EC 2.6.1.1) AAT3 precursor - proso 



42191 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



millet >gi_1084464_pir S53304 aspartate aminotransferase 

proso millet >gi_20601_emb_CAA45024_ (X63430) aspartate 
aminotransferase [Panicum miliaceum] 
>gi__435459_dbj_BAA04993_ (D25323) aspartate 
aminotransferase [Panicum miliaceum] 

299881 

LIB3159-008-Q1-K1-G7 

BLASTX 

g2842480 

189 

2.0e-16 

86 

57 

(AL021749) ADP, ATP carrier-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299882 

LIB3159-009-Q1-K1-D7 

BLASTX 

gl35060 

245 

2.0e-26 

101 

68 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

( SHRUNKEN- 1 ) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 

299883 

LIB3159-009-Q1-K1-E8 

BLASTX 

g3914899 

272 

1.0e-31 

88 

83 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 

299884 

LIB3159-009-Q1-K1-F6 

BLASTX 

g4160432 

193 

9.0e-15 

116 

35 

(AF071592) kinesin superfamily motor KIF4 [Homo sapiens] 
299885 

LIB3159-009-Q1-K1-G3 

BLASTX 

gl514643 * 

149 



42192 



E value 4 .Oe-11 

Match length 81 

% identity 53 

NCBI Description (270524) PDR5-like ABC transporter [Spirodela polyrrhiza] 

Seq. No. 299886 

Seq. ID LIB3159-009-Q1-K1-H11 

Method BLASTX 

NCBI GI g4096756 

BLAST score 151 

E value 5.0e-10 

Match length 79 

% identity 42 

NCBI Description (U39394) alpha-1, 3/4-fucosidase precursor [Streptomyces 
sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299887 

LIB3159-009-Q1-K1-H2 

BLASTX 

g4406764 

176 

3.0e-13 

69 .v - 
54 '■• 
(AC006836) 
thaliana] 



putative uridyl yl transferase [Arabidopsis 



Seq. No. 299888 

Seq. ID LIB3159-010-Q1-K1-B5 

Method BLASTX 

NCBI GI gl084481 

BLAST score 332 

E value 3.0e-31 

Match length 103 

% identity 71 

NCBI Description heat shock protein 70 - Maize 

Seq. No. 299889 

Seq. ID LIB3159-010-Q1-K1-C2 

Method BLASTX 

NCBI GI g3850581 

BLAST score 276 

E value 2.0e-24 

Match length. 95 

% identity 58 

NCBI Description (AC005278) EST gb_N96383 comes from this gene. [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299890 

LIB3159-010-Q1-K1-D6 

BLASTX 

g4309734 

273 

1.0e-25 

101 

61 

(AC006439) putative 26S proteosome regulatory subunit 8 



42193 



[Arabidopsis thaliana] 



♦ 



y ? 



Li : 
3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299891 

LIB3159-011-Q1-K1-A9 

BLASTN 

g22356 

116 

1.0e-58 
176 

93 • , 

Maize mRNA for light-harvesting chlorophyll a/b binding 
protein LHCP 

299892 

LIB3159-011-Q1-K1-B11 

BLASTX 

g3163946 

604 

7.0e-63 

112 

99 

(AJ005599) alpha-tubulin 1 [Eleusine indica] 
299893 

LIB3159-011-Q1-K1-B4 

BLASTX 

g2894568 

333 

4.0e-31 

85 

69 

(AL021890) putative protein [Arabidopsis thaliana] 
299894 

LIB3159-011-Q1-K1-B7 

BLASTX 

g4586027 

190 

1.0e-14 

93 

44 

(AC007109) putative ribosomal protein L14 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299895 

LIB3159-011-Q1-K1-F4 

BLASTN 

g473602 

53 

5.0e-21 

197 

82 

Zea mays W-22 histone H2A mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



299896 

LIB3159-011-Q1-K1-F5 
BLASTX 



42194 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g544421 • 
141 

7.0e-09 
41 
73 

GLYCINE-RICH RNA-BINDING PROTEIN 
glycine-rich RNA-binding protein 
(fragment) >gi_21623_emb_CAA40863_ (X57663) glycine-rich 
RNA-binding protein [Sorghum bicolor] 



1 >gi_485420_pir S12311 

(clone SI) - sorghum 



299897 

LIB3159-011-Q1-K1-H11 

BLASTX 

g3914899 

198 

2.0e-15 

118 

40 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 

299898 

LIB3159-011-Q1-K1-H9 

BLASTX 

gll5771 

583 

2.0e-60 

107 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

299899 

LIB3159-012-Q1-K1-B3 

BLASTN 

g22091 

171 

2.0e-91 

255 

92 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
299900 

LIB3159-012-Q1-K1-C12 

BLASTX 

g2529677 

190 

2.0e-14 

91 

45 

(AC002535) kinesin-like protein, heavy chain [Afabidopsis 
thaliana] 



Seq. No. 



299901 



42195 



Seq. ID - 


LIB3159-012-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g2160177 


BLAST score 


402 


E value 


3.0e-39 


Match length 


120 


% identity 


62 


NCBI Description 


(AC000132) EST gb_R64758 comes from this gene, [j 




thaliana] 


Seq. No. 


299902 


Seq. ID 


LIB3159-012-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


221 


E value 


6.0e-18 


Match length 


86 


% identity 


57 


NCBI Description 


(AC004 684) putative ribosomal protein L36 [Arabii 




thaliana] 


Seq. No. 


299903 


Seq. ID 


LIB3159-012-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4454051 


BLAST score 


171 


E value 


3.0e-12 


Match length 


45 


% identity 


71 


NCBI Description 


(AL035394) putative polygalacturonase [Arabidops 




thaliana] 


Seq. No. 


299904 


Seq. ID 


LIB3159-012-Q1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2589161 


BLAST score 


127 


E value 


5.0e-65 


Match length 


181 


% identity 


92 


NCBI Description 


Zea mays mRNA for aldehyde oxidase, complete cds 


Seq. No. 


299905 


Seq. ID 


LIB3159-013-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl206013 


BLAST score 


337 


E value 


1.0e-31 


Match length 


64 


% identity 


97 


NCBI Description 


(U44087) beta-D-glucosidase precursor [Zea mays] 


Seq. No. 


299906 


Seq. ID 


LIB3159-013-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4105269 


BLAST score 


153 



[Arabidopsis 



42196 



E value 
Match length 
% identity 
NCBI Description 



4.0e-10 

102 

46 

(AF044574) putative peroxisomal 2, 4-dienoyl-CoA reductase 
[Rattus norvegicus] 



Seq. No. 


299907 


Seq. ID 


LIB3159-013-Q1-K1-F10 


Method ■ 


BLASTX 


ncbi gi r 


g3252807 


BLAST score 


279 


E value 


8.0e-25 


Match length 


133 


% identity 


45 


NCBI Description 


(AC004705) hypothetical protein [Arabidopsis thalii 


Seq. No. 


299908 


Seq. ID 


LIB3159-013-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl495804 


BLAST score 


390 


E value 


7.0e-38 - 


Match length 


125 


% identity 


59 


NCBI Description 


(X96406) 13-lipoxygenase [Solanum tuberosum] 


Seq. No. 


299909 


Seq. ID 


LIB3159-013-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g730526 


BLAST score 


195 


E value 


5.0e-15 


Match length 


95 


% identity 


46 


NCBI Description 


60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

299910 

LIB3159-013-Q1-K1-G3 

BLASTX 

g4210330 

284 

1.0e-25 

101 

58 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299911 

LIB3159-013-Q1-K1-H3 

BLAST N 

g758352 

92 

2.0e-44 
234 



42197 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Z.mays mRNA for cysteine synthase 
299912 

LIB3159-013-Q1-K1-H6 

BLASTX 

g2851508 

410 

4.0e-40 

81 

86 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597, gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

299913 

LIB3159-015-Q1-K1-A2 

BLASTN 

g3789953 

42 

1.0e-14 

54 

94 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 


299914 


Seq. ID 


LIB3159-015-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


172 


E value 


2.0e-12 


Match length 


96 


% identity 


34 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Seq. No. 


299915 


Seq. ID 


LIB3159-015-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2129668 . 


BLAST score 


161 


E value 


1.0e-ll 


Match length 


63 


% identity 


57 


NCBI Description 


phosphoglycerate kinase - Arabidopsis thaliana 




>gi_1022803 (U37700) phosphoglycerate kinase [i 




thaliana] 


Seq. No. 


299916 


Seq. ID 


LIB3159-015-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2827663 


BLAST score 


180 


E value 


4.0e-13 



[fragment) 



42198 



Match length 


125 


% identity*..: 


12 


NCBI Description 


(AL021637) membrane-associated 




[Arabidopsis thaliana] 


Seq. No. 


299917 


Seq. ID 


LIB3159-015-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4651204 


BLAST scorfe- 


267 


E value 


1.0e-23 


Match length 


92 


% identity 


49 


NCBI Description 


(AB026262) ring finger protein 


Seq. No. 


299918 


Seq. ID 


LIB3159-015-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3522956 


BLAST score 


141 


E value 


4.0e-09 


Match length 


67 


% identity • 


48 


NCBI Description 


(AC004411) putative pectinaceti 




[Arabidopsis thaliana] 


Seq. No. 


299919 


Seq. ID 


LIB3159-015-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gll70937 


BLAST score 


511 


E value 


5.0e-52 


Match length 


103 


% identity 


95 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299920 

LIB3159-016-Q1-K1-C11 

BLASTX 

g3775987 

351 

4.0e-33 

128 

58 

(AJ010457) RNA helicase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299921 

LIB3159-016-Q1-K1-C12 

BLASTX 

g729135 

386 

2.0e-37 

106 

76 



42199 



NCBI Description 



CAFFEIC ACID 3-0-METHYLTRANSFERASE 

( S-ADENOS YSL-L-METHIONINE r.CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi_283034 jpir S28612 

catechol O-methyltransferase (EC 2.1.1.6) - maize 
>gi_168532 (M73235) O-methyltransferase [Zea mays] 



Seq. No. 


299922 


Seq. ID 


LIB3159-016-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3294467 


BLAST score 


164 


E value 


6.0e-12 


Match length 


71 


% identity 


49 


NCBI Description 


(U89341) phosphoglucomutase 1 [Zea mays] 


Seq. No. 


299923 


Seq. ID 


LIB3159-016-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl661160 


BLAST score 


347 


E value 


6.0e-35 


Match length 


97 


% identity 


75 


NCBI Description 


(U74295) chlorophyll a/b binding protein 


Seq. No. 


299924 


Seq. ID 


LIB3159-016-Q1-K1-F8 


Method 


BLASTN 


NCBI GI 


g2326946 


BLAST score 


54 


E value 


2.0e-21 


Match length 


118 


% identity 


86 


NCBI Description 


Z.mays mRNA for chlorophyll a/b-binding ] 


Seer. No. 


299925 


Seq. ID 


LIB3159-016-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl20670 


BLAST score 


236 


E value 


1.0e-19 


Match length 


49 


% identity 


98,.- ■■ 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE 




>gi_10087 9j?ir S06879 glyceraldehyde-3-] 




dehydrogenase (EC 1.2.1.12) C - maize 




>gi_295853_emb_CAA33620_ (X15596) GAPDH 


Seq. No. 


299926 


Seq. ID 


LIB3159-016-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4505743 


BLAST score 


175 


E value 


1.0e-12 


Match length 


93 


% identity 


42 



42200 



NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



prefoldin 5 >gi_2498565_sp_Q99471_MMl_HUMAN C-MYC BINDING 
PROTEIN MM-1 >gi_1731809_dbj_BAA14006_ (D89667) c-myc 
binding protein [Homo sapiens] 

299927 

LIB3159-017-Q1-K1-C3 

BLASTX 

g2827621 

165 

2.0e-ll 

83 

51 

(AL021636) putative protein [Arabidopsis thaliana] 
299928 

LIB3159-017-Q1-K1-C4 

BLASTX 

g3877997 

164 

1.0e-ll 

83 

35 

(Z92970) predicted using Genefinder; Similarity to Bovine 
protien disulphide isomerase ER-60 <SW:P38657); cDNA EST 
EMBL:D69661 comes from this gene; cDNA EST EMBL:T01819 
comes from this gene; cDNA EST EMBL:T01942 comes from thi 



Seq. No. 


299929 


Seq. ID 


LIB3159-017-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl658313 


BLAST score 


138 


E value 


3.0e-17 


Match length 


60 


% identity 


38 


NCBI Description 


(Y08987) osr40g2 [Oryza sat. 


Seq. No. 


299930 


Seq. ID 


LIB3159-017-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g226261 


BLAST score 


152 


E value 


2.0e-10 


Match length 


39 


% identity 


74 


NCBI Description 


alphal tubulin [Arabidopsis 


Seq. No. 


299931 


Seq. ID 


LIB3159-017-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3393044 


BLAST score 


177 


E value 


2.0e-13 


Match length 


53 


% identity 


68 


NCBI Description 


(AJ000153) sucrose synthase 



42201 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299932 

LIB3159-018-Q1-K1-C10 

BLASTX 

gll5771 

264 

3.0e-23 

69 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 


299933 


Seq. ID 


LIB3159-018-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g729671 


BLAST score 


173 


E value 


1.0e-14 


Match length 


69 


% identity 


70 


NCBI Description 


HISTONE H2A >gi_473603 i 


Seq. No. 


299934 


Seq. ID 


LIB3159-018-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4587585 


BLAST score 


240 


E value 


3.0e-20 


Match length 


105 


% identity 


51 


NCBI Description 


(AC007232) hypothetical 


Seq. No. 


299935 


Seq. ID 


LIB3159-018-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g595768 


BLAST score 


155 


E value 


3.0e-10 


Match length 


47 


% identity 


62 


NCBI Description 


(U13866) non-functional 


Seq. No. 


299936 


Seq. ID 


LIB3159-018-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4512649 


BLAST score 


173 


E value 


7.0e-15 


Match length 


85 


% identity 


58 


NCBI Description 


(AC007048) hypothetical 


Seq. No. 


299937 


Seq. ID 


LIB3159-018-Q1-K1-F2 


Method 


BLASTX 



42202 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2842648 
171 

5.0e-21 

119 

43 

U2 SMALL NUCLEAR RI BONUCLEOPROTE I N AUXILIARY FACTOR 35 KD 

SUBUNIT RELATED-PROTEIN 2 >gi_2137782_pir A57120 small 

nuclear ribonucleoprotein auxiliary factor U2 - mouse 
>gi_927659_dbj_BAA08143_ (D45205) U2afl-rs2 [Mus musculus] 



Seq. No. 


299938 


Seq. ID 


LIB3159-019-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


a3335359 


BLAST score 


175 


E value 


1.0e-12 


Match length 


115 


% identity 


35 


NCBI Description 


(AC003028) unknown protein [Arabidops: 


Seq. No. 


299939 


Seq. ID 


LIB3159-019-Q1-K1-C12 


Method . 


BLASTX 


NCBI GI 


a641905 


BLAST score 


202 


E value 


6.0e-16 


Match length 


92 


% id&Mtity 


48 


NCBI Description 


(U19267) cysteine proteinase [Zinnia < 


Seq. No. 


299940 


Seq. ID 


LIB3159-019-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl519251 


BLAST score 


248 


E value 


2.0e-30 


Match length 


109 


% identity 


70 


NCBI Description 


(U65957) GF14-C protein [Oryza sativa 


Seq. No. 


299941 


Seq. ID 


LIB3159-019-Q1-K1-C6 


Method 


BLASTN 


NCBI GI 


g551482 


BLAST score 


134 


E value 


3.0e-69 


Match length 


306 


% identity 


90 


NCBI Description 


Zea mays ABA- and ripening-inducible- 




complete cds 


Seq. No. 


299942 


Seq. ID 


LIB3159-019-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3386617 


BLAST score 


186 


E value 


4.0e-14 



42203 



Match length 

% identity 

NCBI Description 



63 . .. 

59 *" 

(A<C004 665) putative cell division protein 
[Arabidopsis thaliana] 



(ftsY) 



Seq. No. 


299943 


Seq. ID 


LIB3159-019-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2344894 


BLAST score 


296 


E value 


7. Oe-27 


Match length 


73 


% identity 


82 


NCBI Description 


(AC002388) hypothetical protein 


Seq. No. 


299944 


Seq. ID 


LIB3159-019-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gll6317 


BLAST score 


149 


E value 


1.0e-09 


Match length 


55 


% identity 


55 


NCBI Description 


BASIC ENDOCHITINASE 2 PRECURSOR 




chitinase (EC 3.2.1.14) - rice : 




basic chitinase [Oryza sativa] 


Seq. No. 


299945 


Seq. ID 


LIB3159-019-Q1-K1-F3 


Method 


BLASTN 


NCBI GI 


g294844 


BLAST score 


68 


E value 


5.0e-30 


Match length 


156 


% identity 


86 



S15997 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

%' identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



Saccharum hybrid cultivar H65-7052 membrane protein mRNA, 
complete cds 

299946 

LIB3159-019-Q1-K1-F4 

BLASTX 

g2559012 

233 

1.0e-19 

78 

62 

(AF026293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-1 beta subunit homolog 
[Homo sapiens] 

299947 

LIB3159-019-Q1-K1-G1 

BLASTX 

gl370603 

439 

1.0e-43 



42204 



Match length • 


108 


% identity • 


80 


NCBI Description 


(X98245) annexin p35 [Zea mays] 


Seq. No. 


299948 


Seq. ID 


LIB3159-019-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl877026 


BLAST score 


177 


E value 


7.0e-13 


Match length 


50 


% identity 


74 


NCBI Description 


(D78336) ribosomal protein S19 [Oryza Si 


Seq* No. 


299949 


Seq. ID 


LIB3159-020-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3059131 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


105 


% identity 


39 


NCBI Description 


(AJ000478) cytochrome P450 [Helianthus 1 


Seq. No. 


299950 


Seq. ID 


LIB3159-020-Q1-K1-A5 


Method 


BLAST N 


NCBI GI 


g22274 


BLAST score 


90 


E value 


2.0e-43 


Match length 


97 


% identity 


99 


NCBI Description 


Maize 26S - 17S rDNA spacer region from 




(BMS) suspension cells 


Seq. No. 


299951 


Seq. ID 


LIB3159-020-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gll69782 


BLAST score 


202 


E value 


4.0e-16 


Match length 


73 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

FUSCA PROTEIN FUS6 >gi_432446 (L26498) ,FUS6 [Arabidopsis 
thaliana] 

299952 

LIB3159-020-Q1-K1-D1 

BLASTX 

gll5786 

416 

5.0e-41 

93 

87 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi__82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 



42205 



mays] 



Seq. No, 


299953 


Seer TD 


JjlOJIJy \J£.\J \£ ±. i\ A. i—i 1 


Method 


BLASTN 


NCBI GI 


gl370602 


BLAST score 


121 


E value 


1.0e-61 


Match length 


225 


% identity 


88 


NCBI Description 


Z.mays mRNA for annexin p35 


Seq. No. 


299954 


Seq. ID 


LIB3159-021-O1-K1-A11 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


60 


E value 


2.0e-25 


Match length 


92 


% identity 


91 


NCBI Description 


Zea mays zein protein gene, 


Seq. No. 


299955 


Seq. ID 


LIB3159-021-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g310587 


BLAST score 


266 


E value 


1.0e-37 


Match length 


126 


% identity 


66 


NCBI Description 


(L20864) ascorbate peroxidas 



>gi_1384110_dbj_BAA12890_ (D85864) 
peroxidase [Spinacia oleracea] 



cytosolic ascorbate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299956 

LIB3159-021-Q1-K1-D2 

BLASTX 

gll5764 

248 

4.0e-28 

96 

71 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE I PRECURSOR 
(CAB-6A) (LIGHT-HARVESTING COMPLEX I 26 KD PROTEIN) 
>gi_1704 94 (J03558) chlorophyll a/b binding protein 
precursor [Lycopersicon esculentum] 

299957 

LIB3159-021-Q1-K1-D6 

BLASTX ; ,^v ' 

g3024018 

467 

7.0e-47 

115 

78 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_154 6919_emb_CAA69225__ (Y07920) translation initiation 



42206 



factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



%J C \J . L^l w • 


299958 


Seq. ID 


LIB3159-021-Q1-K1-E3 ' 


Method 


BLASTX 


NCBI GI 


g4006913 


BLAST score 


235 


E value >. ' 


8.0e-20 


Match length 


77 


% identity 


60 


NCBI Description 


(Z99708) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


299959 


Seq. ID 


LIB3159-021-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl706082 


BLAST score 


215 


E value 


1.0e-17 


Match lencrth 


85 


% identity 


52 


NCBI Description 


SERINE CARBOX Y PE PT I DASE II-3 PRECURSOR (CP-MII.3) 




>gi 629787 pir S44191 serine-type carboxypeptidase (EC 




3.4.16.1) II-3 - barley >gi_619350_bbs_153536 




CP-MII . 3=serine carboxypeptidase [Hordeum vulgare=barley 




cv. Alexis, aleurone, Peptide, 516 aa] 




>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II-; 




[Hordeum vulgare] 


Seq. No. 


299960 


q^rr TV) 


LIB3 15 9-02 1-01 -Kl-Fll 


Method 


BLASTX 


NCBI GI 


g2190552 


BLAST score 


389 


E value 


1.0e-37 


Match length 


114 


% identity 


64 


NCBI Description 


(AC001229) Similar to Holcus major pollen allergen 




(gb_Z27084). [Arabidopsis thaliana] 


Seq. No. 


299961 


Seq. ID 


LIB3159-021-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3702338 


BLAST score 


272 


E value 


4.0e-24 



Match length 

% identity 

NCBI Description 



101 
50 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI . GI 
BLAST score 
E value 
Match length 



299962 

LIB3159-021-Q1-K1-H3 

BLASTX 

gll8104 

144 

2.0e-10 
83 



42207 



% identity 

NCBI Description 



44 

PEPTIDYL- PROLYL CIS-TRANS I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 


299963 


Seq. ID 


LIB3179-001-P1-K2-E11 


Method 


BLASTX 


NCBI GI 


g2687358 


BLAST score 


336 


E value 


1.0e-35 


Match length 


124 


% identity 


70 


NCBI Description 


(AF033263) nonphototropic hypocotyl 1 [I 


Seq. No. 


299964 


Seq. ID 


LIB317 9-001-P2-K1-A3 


Method 


BLASTX 


NCBI GI 


gll72861 


BLAST score 


286 


E value 


8.0e-26 


Match length 


90 


% identity 


63 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE 



[Zea mays] 



(RUBISCO LARGE SUBUNIT) >gi_1363613_pir S58560 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
- maize chloroplast >gi_18036_emb_CAA78027_ (Z11973) 
Ribulose bisphosphate carboxylase [Zea mays] 
>gi_902230_emb_CAA60294_ (X86563) rubisco large subunit 
[Zea mays] 



Seq. No. 


299965 


Seq. ID 


LIB3179-001-P2-K1-C10 


Method 


BLASTX 


NCBI GI 


g4539677 


BLAST score 


147 


E value 


1.0e-09 


Match length 


88 


% identity 


43 


NCBI Description 


(AF061282) patatin-lilce protein [Sorghum bicolor] 


Seq. No. 


299966 


Seq. ID 


LIB3179-001-P2-K1-D12 


Method 


BLASTX 


NCBI GI 


g2944088 


BLAST score 


179 


E value 


3.0e-13 


Match length 


68 


% identity 


53 


NCBI Description 


(AF050102) glutathione s-transf erase [Oryza sativa] 


Seq. No. 


299967 


Seq. ID 


LIB3179-001-P2-K1-D4 


Method 


BLASTX 


NCBI GI 


gl31225 



42208 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



367 

4.0e-3.5 

130 

57 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605j?ir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgar e] 

299968 

LIB3179-001-P2-K1-D6 

BLASTX 

g2879811 

238 

4.0e-20 

89 

54 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
299969 

LIB3179-001-P2-K1-E11 

BLASTX 

g531829 

189 

2.0e-14 

78 

53 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

299970 

LIB3179-001-P2-K1-E6 

BLASTX 

g531829 

138 

1.0e-08 

75 

49 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

299971 

LIB3179-001-P2-K1-F11 

BLASTX 

g2687358 

220 

5.0e-18 

109 

50 

(AF033263) nonphototropic hypocotyl 1 [Zea mays] 
299972 

LIB3179-001-P2-K1-F9 

BLASTX 

g3599491 

285 

1.0e-25 



42209 



Match length 

% identity 

NCBI Description 

Seq. No.. 

Seq. ID 

Method . 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
48 

(AF085149) putative aminotransferase [Capsicum chinense] 
299973 

LIB3179-001-P2-K1-G1 

BLASTX 

gl362086 

388 

1.0e-37 

99 

76 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

299974 

LIB3179-001-P2-K1-G11 

BLASTX 

g445612 

171 

3.0e-12 

52 

65 

ribosomal protein S19 [Solanum tuberosum] 
299975 

LIB317 9-001-P2-K1-H12 

BLASTN 

g475252 

44 

9.0e-16 
131 
85 

Z.mays MPI gene 



Seq. No. 
Seq. ID 
Method 



299976 

LIB3179-001-P2-K1-H4 

BLASTX 

g2494261 

222 

7.0e-32 

116 

61 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TO) 

>gi_99903_pir S21567 translation elongation factor Tu 

precursor - soybean chloroplast >gi_18776_emb_CAA4 6864_ 

(X66062) EF-Tu [Glycine max] >gi__4 48921_prf 1918220A 

elongation factor Tu [Glycine max] 

299977 

LIB3179-001-P2-K1-H7 
BLASTX 



42210 



NCBI GI . 
BLAST score - 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2501189 
227 

8.0e-19 

114 

48 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_213014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

299978 

LIB3179-002-P1-K1-C1 

BLASTX 

g461550 

241 

2.0e-20 

59 

80 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299979 

LIB3179-002-P1-K1-D4 

BLASTN 

g559535 

64 

1.0e-27 

136 

87 

Z.mays mRNA for metallothionein 
299980 

LIB3179-002-P1-K1-D7 

BLASTX 

g994'736 

147 

9.0e-10 

46 

65 

(M18327) LacOPZ-alpha peptide from pUC9; putative [cloning 
vectors] >gi_994738 (M18328) LacOPZ-alpha peptide from 
pUC9; putative [cloning vectors] >gi_994740 (M18329) 
LacOPZ-alpha peptide from pUC9; putative [cloning vectors] 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299981 

LIB3179-002-P1-K1-G4 

BLASTN 

g342630 

39 

9.0e-13 

148 

82 

Maize chloroplast His-tRNA gene on Ecol fragment 



42211 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299982 

LIB3179-002-P1-K2-F4 

BLASTN 

g405634 

294 

1.0e-164 

334 

97 

Z.mays zmcpt mRNA triose phosphate/phosphate translocator 
299983 

LIB3179-002-P2-K1-A3 

BLASTX 

gll74613 

423 

1.0e-41 

144 

63 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_556560_db j_BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299984 

LIB3179-002-P2-K1-A5 

BLASTX 

g567893 

223 

4.0e-18 ^ 

95 

45 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

299985 

LIB3179-002-P2-K1-B10 

BLASTN 

g475252 

37 

3.0e-ll 

296 

78 

Z.mays MPI gene 
299986 

LIB3179-002-P2-K1-C1 

BLASTX 

g461550 

180 

3.0e-13 

65 

63 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 



42212 



Seq. No. 


299987 


Seq. ID 


LIB3179-002-P2-K1-C10 


Method 


BLASTX 


NCBI GI 


gl853970 


BLAST score 


262 


E value 


9.0e-23 


Match length 


136 


% identity 


44 


NCBI Description 


(D88122) CPRD46 protein [Vigna unguiculata] 


Seq. No. 


299988 


Seq. ID 


LIB3179-002-P2-K1-D1 


Method 


BLASTN 


NCBI GI 


g3264597 


BLAST score 


75 


E value 


5.0e-34 


Match length 


242 


% identity 


84 


NCBI Description 


Zea mays trypsin inhibitor mRNA, complete cds 


Seq. No. 


299989 


Seq. ID 


LIB3179-002-P2-K1-D10 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


400 


F. va 1 hp 

i-J VOX 


5.0e-39 


Match length 


124 


% identity 


59 


NCBI Description 


ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir ! 




ethylene-responsive protein 1 - Para rubber tree 




>gi_1209317 (M88254) ethylene-inducible protein [H< 




brasiliensis] 


Seq. No. 


299990 


Seq. ID 


LIB3179-002-P2-K1-D3 


Method 


BLASTX 


NCBI GI 


g3287494 


BLAST score 


289 


E value 


7.0e-26 


Match length 


129 


% identity 


53 


NCBI Description 


(D78504) similar to yeast SRP1 [Oryza sativa] 


Seq. No. 


299991 


Seq. ID 


LIB3179-002-P2-K1-D5 


Method 


BLASTX 


NCBI GI 


g3287494 


BLAST score 


236 


E value 


8.0e-20 


Match length 


100 - 


% identity 


57 


NCBI Description 


(D78504) similar to yeast SRP1 [Oryza sativa] 


Seq. No. 


299992 


Seq. ID 


LIB3179-002-P2-K1-D6 


Method 


BLASTX 



42213 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4544419 
149 

2.0e-09 

79 

48 

(AC006955) unknown protein [Arabidopsis thaliana] 
299993 

LIB3179-002-P2-K1-E2 

BLASTX 

gl31134 

384 

4.0e-37 

117 

64 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN Al 

>gi__1363576_pir -S58552 photosystem I protein Al - maize 

chloroplast >gi_342595 (M11203) P700 chlorophyll a-protein 
PSI-A1 [Zea mays] >gi_902222_emb_CAA60286_ (X86563) PSI 
P700 apoprotein Al [Zea mays] 



Seq. No. 


299994 


Seq. ID 


LIB3179-002-P2-K1-F1 


Method 


BLASTX 


NCBI GI 


gl657851 


BLAST score 


172 


E value 


2.0e-12 


Match length 


51 


% identity 


35 


NCBI Description 


(U73214) cold acclimation protein 




aestivum] 


Seq. No. 


299995 


Seq. ID 


LIB3179-002-P2-K1-F10 


Method 


BLASTX 


NCBI GI 


gl698670 


BLAST score 


383 


E value 


5.0e-37 


Match length 


128 


% identity 


58 


NCBI Description 


(U66241) S-like RNase [Zea mays] 


Seq. No. 


299996 


Seq. ID 


LIB3179-002-P2-K1-G3 


Method 


BLASTX 


NCBI GI 


g!33852 


BLAST score 


221 


E value 


6.0e-18 


Match length 


74 


% identity 


64 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL PROTEIN 



ribosomal protein S19 - maize chloroplast 
>gi_1208517_emb_CAA60374_ (X86563) ribosomal protein S19 
[Zea mays] >gi_2654314_emb_CAA6032 6_ (X86563) ribosomal 
protein S19 [Zea mays] 



Seq. No. 



299997 



42214 



Seq. ID 


LIB3179-002-P2-K1- 


■G7 


Method 


BLASTX 




LN \^ I_) X \J ±. 


gl550814 




BLAST score 


281 




E value 


6.0e-25 




Match length 


119 




% identity 


52 




NCBI Description 


(Y07959) 60S acidic 


Seq. No. 


299998 




Seq. ID 


LIB3179-002-P2-K1- 


-HI 


Method 


BLASTX 




NCBI GI 


gl35535 




BLAST score 


297 




E value 


5.0e-27 




Match length 


95 




% identity 


67 




NCBI Description 


T-COMPLEX PROTEIN 


1, 



PO [Zea mays] 



ALPHA SUBUNIT (TCP-1-ALPHA) 

(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299999 

LIB3179-002-P2-K1-H3 

BLASTN 

gl698669 

121 

2.0e-61 

385 

83 

Zea mays S-like RNase (kinl) 



mRNA, complete cds 



300000 

LIB3179-002-P2-K1-H5 

BLASTX 

gl351271 

192 

1.0e-14 

55 
67 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300001 

LIB3179-019-P1-K1-D11 

BLASTX 

gl778147 

270 

1.0e-23 

58 

95 

(U66403) phosphate/phosphoenolpyruvate translocator 



42215 



precursor [Zea mays] 



Seq. No. 


300002 


Sea ID 


LIB317 9-019-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


g474945 


BLAST score 


118 


E value 


1.0e-59 


Match length 


258 


% identity 


86 


NCBI Description 


Z.mays mRNA for subt. 


Seq. No. 


300003 


Seq. ID 


LIB3179-020-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g266578 


BLAST score 


205 


E value 


3.0e-16 


Match length 


56 


% identity 


68 


NCBI Description 


METALLOTHIONEIN-LIKE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



metallothionein-like protein - maize >gi_236730_bbs_57 629 
(S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

300004 

LIB3179-020-P1-K1-A9 

BLASTN 

g559535 

71 

7.0e-32 

107 

92 

Z.mays mRNA for metallothionein 
300005 

LIB3179-020-P1-K1-C2 

BLASTN 

g596079 

108 . 

8.0e-54 

287 

85 

Zea mays thiamine biosynthetic enzyme (thil-2) mRNA, 
complete cds 

300006 

LIB3179-020-P1-K1-E9 

BLASTX 

g2980793 

221 

6.0e-18 

67 

58 



42216 



NCBI Description 



(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300007 

LIB3179-020-P1-K1-F12 

BLASTX 

gll5770 

226 

1.0e-18 

48 

85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_100533_pir S07448 chlorophyll a/b-binding 

protein - swollen duckweed >gi_168290 (M12152) chlorophyll 
a/b apoprotein [Lemna gibba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300008 

LIB3179-020-P1-K1-G2 

BLASTX 

g3522946 

267 

1.0e-23 

93 
52 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300009 

LIB3179-021-P1-K1-E5 

BLASTX 

gll4599 

347 

9.0e-33 

99 

71 

ATP SYNTHASE EPSILON CHAIN >gi_67867_pir PWZME 

H+-transporting ATP synthase (EC 3.6.1.34) epsilon chain - 
maize chloroplast >gi_342578 (J01421) coupling factor 
epsilon subunit [Zea mays] >gi_902228_emb_CAA60292_ 
(X86563) ATPase epsilon subunit [Zea mays] 



Seq. No. 


300010 


Seq. ID 


LIB3179-021 


Method 


BLASTX 


NCBI GI 


g4581163 


BLAST score 


335 


E value 


3.0e-31 


Match length 


104 


% identity 


66 


NCBI Description 


(AC006220) 


Seq. No. 


300011 


Seq. ID 


LIB3179-022 


Method 


BLASTN 


NCBI GI 


gl2455 


BLAST score 


90 


E value 


6.0e-43 


Match length 


* 302 s 


% identity 


83 



42217 



NCBI Description 



Maize chloroplast rp!16 gene for ribosomal protein L16 exon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300012 

LIB3179-023-P1-K1-C3 

BLASTX 

g2118425 

221 

5.0e-18 

63 

71 

subtilisin/chymotrypsin inhibitor - maize 
>gi_475253_emb_CAA55588_ (X78988) proteinase inhibitor 
mays] >gi_475922_emb_CAA49593_ (X69972) proteinase 
inhibitor [Zea mays] >gi_559538_emb_CAA57 677_ (X82187) 
substilin /chymotrypsin-like inhibitor [Zea mays] 



[Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300013 

LIB3179-023-P1-K1-E1 

BLASTX 

gl32147 

296 

5.0e-27 

99 

63 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300014 

LIB3179-023-P1-K1-H1 

BLASTX 

gll5789 

245 

4.0e-21 

60 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-22L) (LHCP) >gi_20475_emb_CAA26212_ (X02359) cab 22L 
precursor polypeptide (aa -34 to 233) [Petunia sp.] 



Seq. No. 300015 

Seq. ID LIB3180-001-P1-M1-B6 

Method BLASTX 

NCBI GI g553073 

BLAST score 197 

E value 1.0e-21 

Match length 128 

% identity - 52 

NCBI Description (M94481) reverse transcriptase [Zea mays] 

Seq. No. 300016 



42218 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3180-001-P1-M1-D8 

BLASTX 

g3337356 

248 

2.0e-21 

54 

89 

(AC004481) 



putative protein transport protein SEC61 alpha 



subunit [Arabidopsis thaliana] 
300017 

LIB3180-001-P1-M1-G11 

BLASTX 

g3176712 

180 

3.0e-13 

91 

37 

(AC002392) 
thaliana] 



putative zinc-finger protein [Arabidopsis 



300018 

LIB3180-002-P1-M1-C2 

BLASTN 

g4165327 

42 

1.0e-14 

54 

96 

Oryza sativa 3-hydroxy-3-methylglutaryl-CoA reductase gene, 
promoter region and complete cds 

300019 

LIB3180-002-P1-M1-E11 

BLASTX 

g3021513 

232 

2.0e-19 

65 

69 

(X96728) 
tabacum] 



isocitrate dehydrogenase (NADP+) [Nicotiana 



300020 

LIB3180-002-P1-M1-G10 

BLASTX 

gl33961 

199 

2.0e-15 

63 

67 

40S RIBOSOMAL PROTEIN S4 (OMNIPOTENT SUPRESSOR PROTEIN 

SUP44) (RP12) (S2E) >gi_70888_pir R3BYS2 ribosomal protein 

S2.e - yeast (Saccharomyces cerevisiae) >gi_1727 93 (M59375) 
ribosomal protein S4 [Saccharomyces cerevisiae] 
>gi_1322683_emb_CAA96831_ (Z72645) ORF YGL123w 
[ Saccharomyces cerevis iae ] >gi_l 62 8 4 5 l_emb_CAA638 35_ 



42219 



(X94106) SUP44 [Saccharomyces cerevisiae] 



Seq. No. 


300021 


Seq. ID 


LIB3180-003-P2-M1-C1 


M*»th r>ri 


BLASTX 


NCBI GI 


gll84774 


BLAST score 


152 


E value 


2.0e-10 


Match length 


. 48 


% identity 


67 


NCBI Description 


(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 




GAPC3 [Zea mays] 


Seq. No. 


300022 




LIB3180-003-P2-M1-C9 


Method 


BLASTX 


NCBI GI 


g3193284 


BLAST score 


379 


E value 


1.0e-36 


Match length 


102 


% identity 


69 


NCBI Description 


(AF069298) No definition line found [Arabidopsis thaliana] 

* 


Seq. No. 


300023 


Seq. ID 


LIB3180-003-P2-M1-D12 


Method 


BLASTX . 


NCBI GI 


g-3.834321 


DT.7\ CT 1 cpnrp 


412 

*4 X £t 


E value 


2.0e-40 


Match length 


127 


% identity 


65 


NCBI Description 


(AC005679) Strong similarity to F13P17.9 gi_3337356 




transport protein SEC61 alpha subunit homolog from 




Arabidopsis thaliana BAC gb_AC004481. [Arabidopsis 




thaliana] 


Seq. No. 


300024 


Seq. ID 


LIB3180-003-P2-M1-F3 


Method 


BLASTX 


NCBI GI 


g3122071 




499 


E value 


8.0e-51 


Match length 


104 


% identity 


93 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 


>gi 2130148_pir S66339 translation elongation factor eEF-1 




alpha chain - maize >gi_1321656_dbj_BAA0824 9_ (D45408) 




alpha subunit of tlanslation elongation factor 1 [Zea mays] 


Seq. No. 


300025 


Seq. ID 


LIB3180-003-P2-M1-F9 


Method 


BLASTX 


NCBI GI 


g553125 


BLAST score 


.268 


E value 


6.0e-24 


Match length 


79 


% identity 


70 



42220 



NCBI Description. 



(L13975) d'ihydroxyacid dehydratase [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300026 

LIB3180-003-P2-M1-G12 

BLASTX 

gl21631 

263 

5.0e-23 

76 

68 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323j?ir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300027 

LIB3180-003-P2-M1-G9 

BLASTX 

gl68691 

311 

1.0e-28 

95 

69 

(M29628) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300028 

LIB3180-004-P2-M1-A11 

BLASTN 

g22292 

36 

3.0e-ll 

80 

86 

Z.mays mRNA for glycine-rich protein 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



300029 

LIB3180-004-P2-M1-B6 

BLASTN 

g22516 

115 

6.0e-58 

323 

84 

Maize Zc2 gene for zein Zc2 



(28 kD glutelin-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300030 

LIB3180-004-P2-M1-B8 

BLASTN 

gl68665 

124 

2.0e-63 

192 

91 

Maize 16-kDa zein-2 mRNA, complete cds 



Seq. No. 



300031 



42221 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3180-004-P2-M1-C6 

BLASTX 

gll3217 

166 

8.0e-12 

31 

100 

ACTIN 1 >gi_10014 9_pir S07002 actin 1 - carrot 

300032 

LIB3180-004-P2-M1-E4 

BLASTX 

g3551838 

164 

2.0e-ll 

59 

54 

(AF070967) SKPl-like protein [Nicotiana clevelandii] 
300033 

LIB3180-004-P2-M1-F5 

BLASTN 

g928931 

43 

5.0e-15 

79 

89 

A.thaliana mRNA for putative dTDP-glucose 4-6-dehydratases 
300034 

LIB3180-004-P2-M1-G1 

BLASTX 

gll84774 

215 

1.0e-17 

68 

65 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

300035 

LIB3180-005-P2-M1-A1 

BLASTX 

gl41608 

250 

2.0e-21 

106 

55 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 JcDa 
zein [Zea mays] 

300036 

LIB3180-005-P2-M1-A10 

BLASTN 

gl68696 

40 



42222 



fl 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-13 

72 
89 

Z.mays zein mRNA, 3' 



end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300037 

LIB3180-005-P2-M1-A2 

BLASTX 

gl35060 

221 

4.0e-18 

94 

52 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

( SHRUNKEN- 1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_2248 6_emb__CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 

300038 

LIB3180-005-P2-M1-A3 

BLASTX 

g3142302 

299 

3.0e-27 

98 

63 

(AC002411) Strong similarity to myosin heavy chain 
gb_Z34293 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 


300039 


Seq. ID 


LIB3180-005-P2-M1-A7 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


180 


E value 


2.0e-15 


Match length 


55 


% identity 


87 


NCBI Description 


(X59526) zein protein 


Seq. No. 


300040 


Seq. ID 


LIB3180-005-P2-M1-B9 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


220 


E value 


3.0e-18 


Match length 


69 


% identity 


71 


NCBI Description 


ZEIN- ALP HA PRECURSOR 




>gi 72311_pir ZIZM2 : 




>gi_2 252 9_emb_CAA2 472: 


Seq. No. 


300041 


Seq. ID 


LIB3180-005-P2-M1-C12 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


256 



(CLONE A20) 



- maize 



zein [Zea mays] 



42223 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-22 

73 

68 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
300042 

LIB3180-005-P2-M1-C3 

BLASTN 

gl68652 

97 

3.0e-47 

153 

91 

Maize amyloplast-specific transit protein (waxy; wx+ 
locus), complete cds 

300043 

LIB3180-005-P2-M1-C6 

BLASTX 

gl076678 

388 

1.0e-37 

78 - 
100 

ubiquitin / ribosomal protein S27a - potato (fragment) 
300044 

LIB3180-005-P2-M1-C8 

BLASTN 

g22509 

179 

4.0e-96 

283 

91 

Zea mays waxy (wx+) locus for UDP-glucose starch glycosyl 
transferase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity " 

NCBI Description 



300045 

LIB3180-005-P2-M1-D8 

BLASTX 

g2 10 92 93 

216 

2.0e-17 

121' 

40 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 

300046 

LIB3180-005-P2-M1-F6 

BLASTX 

gll72833 

331 

3.0e-31 

68 

91 

GTP-BINDING NUCLEAR PROTEIN RAN-1 >gi_495729 (L16789) small 



42224 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ras-related protein [Arabidopsis thaliana] 
>gi_2058278_emb_CAA66047_ (X97379) atranl [Arabidopsis 
thaliana] 



300047 

LIB3180-005-P2-M1-G2 

BLASTX 

g2511531 

330 

5.0e-31 

66 

94 

(AF008120) alpha tubulin 
>gi_3163944_emb_CAA06618_ 
[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



300048 

LIB3180-005-P2-M1-H4 

BLASTX 

gl41599 

184 

5.0e-14 

55 

69 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>gi_72316_pir ZIZMA2 19K zein precursor (clone cZ19A2) - 

maize (fragment). >gi_168670 (M12142J.19 kDa zein protein 
[Zea mays] 



Seq. No. 


300049 


Seq. ID 


LIB3180-007-P2-M1-A12 


Method 


BLASTX 


NCBI GI 


gll69528 


BLAST score 


206 


E value 


7.0e-17 


Match length , 


53 


% identity 


81 


NCBI Description 


ENOLASE 2 ( 2-PHOSPHOGLYCERATE DEHYDRATASE 2) 


( 2 - PHOS PHO- D-GLYCERATE HYDRO-LYASE 2) >gi_602253 




enolase [Zea mays] 


Seq. No. 


300050 


Seq. ID 


LIB3180-007-P2-M1-B10 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


51 


E value 


5.0e-20 


Match length 


67 


% identity 


94 


NCBI Description 


Maize gene for a 27kDa storage protein, zein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300051 

LIB3180-007-P2-M1-B3 

BLASTX 

gll3220 

253 

7.0e-22 



42225 



Match length 


63 


% identity . 


78 


NCBI Description 


ACTIN 1 >gi_71640jpir ATZM1 actin - maize 


Seq. No. 


300052 


Seq. ID 


LIB3180-007-P2-M1-B6 


Method 


BLASTN 


NCBI GI 


g786131 


BLAST score 


34 


E value 


2.0e-09 


Match length 


70 


% identity 


87 


NCBI Description 


Oryza sativa root-specific RCc3 mRNA, complete cds 


Seq. No. 


300053 


Seq. ID 


LIB3180-007-P2-M1-C10 


Method 


BLASTX 


NCBI GI 


g4510348 


BLAST score 


194 


E value 


2.0e-15 


Match length 


60 


% identity 


55 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300054 


Seq. ID 


LIB3180-007-P2-M1-C3 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


218 


E value 


1.0e-17 


Match length 


122 


% identity 


49 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


300055 


Seq. ID 


LIB3180-007-P2-M1-D1 


Method 


BLASTN 


NCBI GI 


g22272 


BLAST score 


95 


E value 


3.0e-46 


Match length 


159 


% identity 


90 


NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrolase 


Seq. No. 


300056 


Seq. ID 


LIB3180-007-P2-M1-D11 


Method 


BLASTX 


NCBI GI 


g4519539 


BLAST score 


158 


E value 


1.0e-10 


Match length 


67 


% identity 


48 


NCBI Description 


(ABO 1625 6) NAD-dependent sorbitol dehydrogenase [Malus 




domestica] 


Seq. No. 


300057 


Seq. ID 


LIB3180-007-P2-M1-E10 



42226 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX - 

gl68691 

360 

2.0e-34 & 

104 

73 

(M29628) zein [Zea mays] 
300058 

LIB3180-007-P2-M1-E6 

BLASTX 

g419803 

290 

2.0e-26 

79 

73 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays ] 



Seq. No. 


300059 


Seq. ID 


LIB3180-007-P2-M1-F11 


Method 


BLASTX 


NCBI GI 


g4 1654 88 


BLAST score 


408 


E value 


4.0e-40 


Match length 


101 


% identity 


77 


NCBI Description 


(AJ132399) alpha-tubu 


Seq. No. 


300060 


Seq. ID 


LIB3180-007-P2-M1-F4 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


303 


E value 


1.0e-27 


Match length 


114 


% identity 


61 


NCBI Description 


zein E19 [Zea mays] 


Seq. No. 


300061 


Seq. ID 


LIB3180-007-P2-M1-F5 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


223 


E value 


3.0e-18 


Match length 


114 


% identity 


52 


NCBI Description 


ZEIN-ALPHA PRECURSOR 



3 [Hordeum vulgare] 



KD) (CLONE A30) 

>gi_72314j?ir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545__emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300062 

LIB3180-007-P2-M1-G5 

BLASTX 

g2316016 

361 



42227 



E value 


2.0e-34 


Match length * 


138 


% identity 


53 


NCBI Description 


(U92650) MRP-like ABC transporter [Arabidopsis thai. 


Seq. No. 


300063 


Seq. ID 


LIB3180-007-P2-M1-H1 


Method 


BLASTN 


NCBI GI- 


gl519252 


BLAST score 


38 


E value 


3.0e-12 


Match length 


78 


% identity 


87 


NCBI Description 


Oryza sativa GF14-d protein mRNA, complete cds 


Seq. No. 


300064 


Seq. ID 


LIB3180-007-P2-M1-H11 


Method 


BLASTX 


NCBI GI 


gl36757 


BLAST score 


374 


E value 


4.0e-36 


Match length 


103 


% identity 


71 


NCBI Description 


GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 



>gi_100881_pir S07314 UDPglucose — starch 

glucosyltransf erase (EC 2.4.1.11) precursor - maize 
>gi_168653 (M24258) amyloplast-specif ic transit protein 
[Zea mays] >gi_1644339_emb_CAA27574_ (X03935) glucosyl 
transferase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300065 

LIB3180-007-P2-M1-H5 

BLASTX 

g!36063 

258 

1.0e-22 

75 

71 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300066 

LIB3180-007-P2-M1-H6 

BLASTX 

g551288 

396 

1.0e-38 

95 

80 

(Z33611) phosphoglycerate mutase [Zea mays] 



Seq. No. 
Seq. ID 
Method 



300067 

LIB3180-008-P2-M1-A2 
BLASTN 



42228 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3342032 
141 

2.0e-73 

141 

100 

Elegia sp. Hahn 6994 18S small subunit ribosomal RNA gene, 
complete sequence 



Seq. No. 


3000.68 


Seq. ID 


LIB3180-008-P2-M1-C1 


Method 


BLASTN 


NCBI GI 


gl68661 


BLAST score 


52 


E value 


2.0e-20 


Match length 


68 


% identity 


94 


NCBI Description 


Maize 15 kDa zein niRNA, clone CZ15A3, complete cds 


Seq. No. 


300069 


Seq. ID 


LIB3180-008-P2-M1-C9 


Method 


BLASTX 


NCBI GI 


g4210330 


BLAST score 


220 


E value 


2.0e-18 


Match length 


78 


% identity 


56 


NCBI Description ' 


(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 




[Arabidopsis thaliana] 


Seq. No. 


300070 


Seq. ID 


LIB3180-008-P2-M1-D12 


Method 


BLASTX 


NCBI GI 


g72307 


BLAST score 


326 


E value 


3.0e-30 


Match length 


110 



% identity 

NCBI Description 



65 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300071 

LIB3180-008-P2-M1-E2 

BLASTX 

g419803 

376 

3.0e-36 

124 

60 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300072 

LIB3180-008-P2-M1-E9 

BLASTX 

g4325342 

141 

4.0e-09 



42229 



ffi 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq.. ID 



41 ' 
71 

(AF128393) No definition line found [Arabidopsis thaliana] 
300073 

LIB3180-008-P2-M1-F3 

BLASTX 

g22216 

251 

1.0e-21 

103 

58 

(X55722) 22kD zein [Zea mays] 
300074 

LIB3180-008-P2-M1-F5 

BLASTX 

g4586246 

176 

7.0e-13 

83 
46 

(AL04 9640) putative protein [Arabidopsis thaliana] 
300075 

LIB3180-008-P2-M1-G11 

BLASTN 

g22272 

36 

5.0e-ll 

108 
83 

Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 
300076 

LIB3180-008-P2-M1-G2 

BLASTN 

g4416300 

90 

5.0e-43 

222 

43 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

300077 

LIB3180-009-P2-M1-A1 

BLASTX 

g2911052 

165 

9.0e-12 

34 

85 

(AL021961) putative protein [Arabidopsis thaliana] 
300078 

LIB3180-009-P2-M1-A2 



42230 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX . 

g3023816 

187 

2.0e-14 

39 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

300079 

LIB3180-009-P2-M1-B3 

BLASTN 

g3511235 

46 

9.0e-17 

90 

88 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300080 

LIB3180-009-P2-M1-B6 

BLASTN 

g22237 

61 

5.0e-26 

109 

90 

Maize mRNA for cytosolic GAPDH (GapC) 
glyceraldehyde-3-phosphate dehydrogenase 

300081 

LIB3180-009-P2-M1-B7 

BLASTN 

g22312 

72 

9.0e-33 

112 

91 

Maize ABA-inducible gene for glycine-rich protein ( 
abscisic acid) 

300082 

LIB3180-009-P2-M1-C11 

BLASTX 

g2199566 

293 

7.0e-27 

76 

75 

(AF004210) cytochrome P-450 [Zea mays] 
300083 

LIB3180-009-P2-M1-D8 

BLASTX 

gll8390 



ABA 



42231 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



185 

3.0e^l4 

45 

84 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_2144526_pir DCZMP pyruvate decarboxylase (EC 4.1.1.1) 

- maize >gi_22395_emb_CAA42120_ (X59546) pyruvate 
decarboxylase [Zea mays] 

300084 

LIB3180-009-P2-M1-E4 

BLASTX 

g3355311 

158 

6.0e-ll 

33 
88 

(AJ009737) eukaryotic translation initiation factor 6 [Bet 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300085 

LIB3180-009-P2-M1-E7 

BLASTX 

g461498 

224 

1.0e-18 

63 
73 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA4 9199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 

300086 

LIB3180-009-P2-M1-F11 

BLASTX 

g3043612 

178 

4.0e-13 

74 

46 

(AB011116) KIAA0544 protein [Homo sapiens] 



300087 

LIB3180-009-P2-M1-H11 

BLASTX 

g3176714 

164 

1.0e-ll 

77 

40 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



300088 

LIB3180-009-P2-M1-H4 



42232 



Method 


BLASTX 


NCBI GI 


gl!69228 


BLAST score 


179 


E value 


2.0e-13 


Match lencrth 


55 


% identity 


58 


NCBI Description 


RNA HELICASE-LIKE PROTEIN DB10 >giJL084413_pir S42 




helicase-like protein - Wood tobacco 




>gi_563986_dbj_BAA03763_ (D16247) RNA helicase like 




DB10 [Nicotiana sylvestris] 


Seq. No. 


• ■ * 

300089 


Seq. ID 


LIB3180-009-P2-M1-H8 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


195 


E value 


5.0e-15 


Match length 


91 


% identity 


49 


NCBI Description 


(U58284) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


300090 


Seq. ID 


LIB3180-010-P2-M1-A10 


Method 


BLASTX 


NCBI GI 


gl495251 


BLAST score 


198 


E value 


2.0e-15 


Match length 


76 


% identity 


55 


NCBI Description 


(Z70314) heat-shock protein [Arabidopsis thaliana] 


Seq. No. 


300091 


Seq. ID 


LIB3180-010-P2-M1-B5 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


102 


E value 


4.0e-50 


Match length 


178 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 


Seq. No. 


300092 


Seq. ID 


LIB3180-010-P2-M1-D12 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


294 


E value 


9.0e-27 


Match length 


82 


% identity 


74 


NCBI Description 


zein protein - maize >gi_168705 (M72708) zein prote. 




mays] 



[Zea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300093 

LIB3180-010-P2-M1-D4 

BLASTN 

g!68484 

203 



42233 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-110 

382 

88 

Maize endosperm glutelin-2 gene f complete cds 
300094 

LIB3180-010-P2-M1-E5 

BLASTX 

g4539292 

249 

3.0e-21 
114 
50 

(AL049480) 
thaliana] 



putative ribosomal protein S10 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ^ 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI • GI 
BLAST score 



300095 

LIB3180-010-P2-M1-F1 

BLASTX 

gll9152 

153 

2.0e-17 

109 
50 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_345384_pir A45618 translation elongation factor eEF-1 

alpha chain - nematode (Onchocerca volvulus) >gi_159885 
(M64333) elongation factor [Onchocerca volvulus] 

300096 

LIB3180-010-P2-M1-F2 

BLASTX 

g3176662 

232 

2.0e-19 
104 

42 \ • 

(AC004393) Similar to mannosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana] 

300097 

LIB3180-010-P2-M1-F6 

BLASTX 

g548770 

233 

9.0e-20 

75 

61 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

300098 

LIB3180-010-P2-M1-F9 

BLASTX 

g3269288 

139 



42234 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-09 

44 

61 

(AL030978) putative protein [Arabidopsis thaliana] 
300099 

LIB3180-011-P2-M1-A6 

BLASTX 

g3786011 

406 

6.0e-40 

101 

72 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No." 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300100 

LIB3180-011-P2-M1-B11 

BLASTX 

gll3621 

288 

5.0e-50 

110 ' - 
96 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 


300101 


Seq. ID 


LIB3180-011-P2-M1-B3 


Method 


BLASTX 


NCBI GI 


g3138799 


BLAST score 


267 


E value 


1.0e-23 


Match length 


60 


% identity 


85 


NCBI Description 


(AB014058) beta 6 subunit of 20S proteasome 


Seq. No. 


300102 


Seq. ID 


LIB3180-011-P2-M1-C3 


Method 


BLASTN - 


NCBI GI 


g602252 


BLAST score 


179 


E value 


4.0e-96 


Match length 


187 


% identity 


99 


NCBI Description 


Zea mays enolase (eno2) mRNA, complete cds 


Seq. No. 


300103 


Seq. ID 


LIB3180-011-P2-M1-F4 


Method 


BLASTX 


NCBI GI 


gl29881 


BLAST score 


316 


E value 


3.0e-29 



42235 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 
63 

PYROPHOS PHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE) ) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_482294_pir A36094 

pyrophosphate — f ructose-6-phosphate 1-phosphotransf erase 
(EC 2.7. 1 . 90) . alpha chain - potato (cv. Kennebec) 
>gi_l 69538 (M55190) pyrophosphate-f ructose 6-phosphate 
1-phosphotransferase alpha-subunit [Solanum tuberosum] 

300104 

LIB3180-011-P2-M1-H7 

BLASTX 

g4415916 

146 

2.0e-09 

52 

56 

(AC006282) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300105 - . 

LIB3180-012-P2-M1-A8 ^ ■ ' 

BLASTN 

g22172 

61 

7.0e-26 

■ 101 
91 

Maize ATP2 mRNA for mitochondrial ATP synthase beta subunit 
300106 

LIB3180-012-P2-M1-B4 

BLASTN 

g22542 

54 

1.0e-21 

66 

95 

Maize gene for Mr 19000 alpha zein and 5 '-flanking region 
300107 

LIB3180-012-P2-M1-C12 

BLASTN 

gl519248 

39 

9.0e-13 

67 

90 

Oryza sativa GF14-b protein mRNA, complete cds 
300108 

LIB3180-012-P2-M1-C4 

BLASTN 

g22272 

94 



42236 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-45 

138 

93 

Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 
300109 

LIB3180-012-P2-M1-D2 

BLASTN 

g2264311 

37 

3.0e-ll 

65 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MLN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300110 

LIB3180-012-P2-M1-E3 

BLASTN 

g416150 

64 

9.0e-28 

116 

89 

Zea mays beta-8 tubulin 



(tub8) mRNA, complete cds 



300111 ^ y , ' 

LIB3180-012-P2-M1-E5 

BLASTN 

gl68704 

127 

2.0e-65 

175 

93 

Zea mays zein protein gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300112 

LIB3180-012-P2-M1-G6 

BLASTN 

g22549 

151 

1.0e-79 

231 

91 

Maize gene for a 27kDa storage protein, 



zein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300113 

LIB3180-013-P2-M1-A4 

BLASTX 

g2789660 

156 

2.0e-10 

51 

63 

(AF040102) pl05 [Arabidopsis thaliana] 



Seq. No. 



300114 



42237 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3180-013-P2-M1-B1 

BLASTX 

g82718 

291 

2.0e-26 

68 

84 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) 2, cytosolic 
-maize (fragment) >gi_257810_bbs_117087 (S46967) 
orthophosphate dikinase, PPDK {N-terminal} [maize, Peptide 
Partial, 90 aa] [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300115 

LIB3180-013-P2-M1-B9 

BLASTX 

g548770 

346 

8.0e-46 

133 

75 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 . [Oryza sativa] 

300116 

LIB3180-013-P2-M1-D2 

BLASTX 

gl21631 

200 

1.0e-15 

83 

54 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300117 

LIB3180-013-P2-M1-D3 

BLASTX 

g3914557 

442 

4.0e-46 

111 

92 

RAS-RELATED PROTEIN RAB7 (POSSIBLE APOSPORY-ASSOCIATED 
PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetum ciliare] 

300118 

LIB3180-013-P2-M1-F2 

BLAST N 

g342659 

319 

1.0e-179 

327 

100 



42238 



NCBI Description Maize (Black Mexican Sweet) mitochondrial 1.9 kb plasmid, 
complete " . * * 



Sea No ■•<*' • 


300119 


Seq. ID 


LIB3180-013-P2-M1-H5 


Method 


BLASTN 


NCBI GI 


g22524 


BLAST score 


50 


E value" 


3.0e-19 


Match length 


81' 


% identity 


93 


NCBI Description 


Zea mays mRNA encoding a zein (clone ZG31A) 


Sea No. 


300120 

V W JL> €mt \J 


Seq. ID 


LIB3180-014-P2-M1-A5 


Method 


BLASTX 


NCBI GI 


g4033330 


BLAST score 


215 


E value 


2.0e-17 


Match length 


119 


% identity 


39 


NCBI Description 


(Y18523) dTDP-glucose 4, 6-dehydratase [Actinoplanes sp.; 


Se*a No 


300121 ,-f y 


Seq. ID 


LIB3180-014-P2-M1-C2 


Method 


BLASTX 


NCBI GI 


g3599491 


BLAST score 


302 


E value 


1.0e-27 


Match length 


119 


% identity 


51 


NCBI Description 


(AF085149) putative aminotransferase [Capsicum chinense^ 




300122 


Seq. ID 


LIB3180-014-P2-M1-D8 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


365 


E value 


7.0e-35 


Match length 


118 


% identity 


71 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


300123 


Seq. ID 


LIB3180-014-P2-M1-E1 


Method 


BLASTX 


NCBI GI 


gll4420 


BLAST score 


142 


E value 


7.0e-09 


Match length 


57 


% identity 


53 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 



>gi_100882jpir S11491 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 



42239 



Seq. No. 


300124 


Seq. ID 


LIB3180-014-P2-M1-E3 


Method 


BLASTN 


NCBI GI 


g2687433 


BLAST score 


43 


E value 


7.0e-15 


Match length 


95 


% identity 


86 


NCBI Description 


Tragopogon dubius large subunit 26S ribosomal* RNA gene,. 




partial sequence 


Seq. No. 


300125 


Seq. ID 


LIB3180-014-P2-M1-F3 


Method 


BLASTX 


NCBI GI 


gll4420 


BLAST score 


498 


E value 


2.0e-50 


Match length 


110 


% identitv 


91 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 




>gi_100882_pir S11491 H+-transporting ATP synthase (EC 




3.6.1.34) beta chain, mitochondrial - maize 




>gi 22173 emb CAA38140 (X54233) ATPase Fl subunit protein 




[Zea mays] >gi_897618 (M36087 ) F-l-ATPase subunit 2 [Zea 




mays] 


Seq. No. 


300126 


Seq. ID 


LIB3180-014-P2-M1-H10 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


42 


E value 


8.0e-15 


Match length 


70 


% identity 


90 


NCBI Description 


Maize gene for a 27kDa storage protein, zein 


Seq. No. 


300127 


Seq. ID 


LIB3180-015-P2-M1-D1 


Method 


BLASTX 


NCBI GI 


g3402679 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


68 


% identity 


59 


NCBI Description 


(AC004697) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300128 


Seq. ID 


LIB3180-015-P2-M1-E7 


Method 


BLASTX 


NCBI GI 


g4512685 


BLAST score 


148 


E value 


2.0e-09 


Match length 


38 


% identity 


66 


NCBI Description 


(AC006931) hypothetical protein [Arabidopsis thaliana] 




>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 



42240 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


300129 


Seq. ID r 


LIB3180-015-P2-M1-G3 


Method 


BLASTX 


NCBI GI 


g3360293 


BLAST score 


263 


E value 


7.0e-28 


Match length 


99 


% identity 


70 ' 


NCBI Description 


(AF023166) leucine-rich repeat transmembrane protein 




3 [Zea mays] 


Seq. No. 


300130 




LIB3180-015-P2-M1-G4 


Method 


BLASTX 


NCBI GI 


g2760345 


BLAST score 


441 


E value 


7.0e-44 


Match length 


90 


% identity 


26 


NCBI Description 


(U84967) ubiquitin [Arabidopsis thaliana] 


Seq. No. 


300131 


oeq* j.u 


T.TR^I RO-01 S-PP-M1-H5 

illDJlOU V X -J U 111 


Method 


BLASTX 


NCBI GI 


g872116 


BLAST score 


242 


E value 


2.0e-20 


Match length 


125 


% identity 


22 


NCBI Description 


(X79770) sti (stress inducible protein) [Glycine max] 


Seq. No. 


300132 


Seq. ID 


LIB3180-015-P2-M1-H7 




BLASTX 


NCBI GI 


g2688619 


BLAST score 


398 


E value 


9.0e-39 


Match length 


135 


% identity 


49 


NCBI Description 


(AE001169) conserved hypothetical protein [Borrelia 




burgdorferi] 


Seq. No. 


300133 




LIB3180-016-P2-M1-A12 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


302 


E value 


8.0e-28 


Match length 


71 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


300134 


Seq. ID 


LIB3180-016-P2-M1-B3 


Method 


BLASTX 



42241 



NCBI GI 

BLAST score " *\ 
E value 
Match length 
% identity 
NCBI Description 



g!709619 
274 

3.0e-24 

80 

68 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN G L YCOT RAN SFE RASE 
(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 

>gi_2146814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 



Seq. No. 


300135 


Seq. ID 


LIB3180-016-P2-M1-B5 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


61 


E value 


3.0e-26 


Match length 


61 


% identity 


100 


NCBI Description 


Zea mays brittle-1 protein (btl) mRNA, complete cds 


Seq. -No. 


300136 


Seq. ID 


LIB3180-016-P2-M1-F12 


Method 


BLASTN 


NCBI GI 


g413792 


BLAST score 


35 


E value 


3.0e-10 


Match length 


139 


% identity 


81 


NCBI Description 


Cloning vector lambda EMBL3 SP6/T7, left arm 


Seq. No. 


300137 


Seq. ID 


LIB3180-016-P2-M1-G6 


Method 


BLASTX 


NCBI GI 


g4210330 


BLAST score 


209 


E value 


3.0e-17 


Match length 


49 


% identity 


80 


NCBI Description 


(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 




[Arabidopsis thaliana] 


Seq. No. 


300138 


Seq. ID 


LIB3180-016-P2-M1-G9 


Method 


BLASTX 


NCBI GI 


g4322327 


BLAST score 


234 


E value 


6.0e-20 


Match length 


71 


% identity 


61 


NCBI Description 


(AF080545) peptide transporter [Nepenthes alata] 


Seq. No. 


300139 


Seq. ID 


LIB3180-017-P2-M1-A12 


Method 


BLASTX 


NCBI GI 


g4432841 



42242 





BLAST score 


220 




E value 


7.0e-18 




Match length 


82 




% identity 


54 




NCBI Description 


(AC006283) hypothetical 




Seq. No. 


300140 




Seq. ID 


LIB3180-017-P2-M1-B12 




Method 


BLASTX 




NCBI GI 


gl68691 * 




BLAST score 


246 




E value 


6.0e-21 




Match length 


121 




% identity 


49 




NCBI Description 


(M29628) zein [Zea mays; 




Seq. No. 


300141 




Seq. ID 


LIB3180-017-P2-M1-B5 


D 


Method 


BLASTN 




NCBI GI 


a984755 




BLAST score 


43 




E value 


6.0e-15 


4: 


Match length 


111 


4= 


„% identity 


85 




NCBI Description 


O.sativa mRNA for chill: 




Seq. No. 


300142 




Seq. ID 


LIB3180-017-P2-M1-B7 


L 


Method 


BLASTX 




NCBI GI 


gl658313 




BLAST score 


276 




E value 


2.0e-29 


f=3 


Match length 


93 




% identity 


39 


D 


NCBI Description 


(Y08987) osr40g2 [Oryza 




Seq. No. 


300143 




Seq. ID 


LIB3180-017-P2-M1-C1 




Method 


BLASTX 




NCBI GI 


g2832247 




BLAST score 


210 




E value 


5.0e-17 




Match length 


82 




% identity 


56 




NCBI Description 


(AF031569) 22-kDa alpha 




Seq. No. 


300144 




Seq. ID 


LIB3180-017-P2-M1-D2 




Method 


BLASTX 




NCBI GI 


g3914424 




BLAST score 


258 




E value 


2.0e-22 




Match length 


70 




% identity 


74 




NCBI Description 


PROTEASOME COMPONENT C8 



( MULT I CATAL YT I C ENDOPEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2511592_emb_CAA74027.1_ (Y13693) multicatalytic 



42243 



endopeptidase complex, proteasome component > alpha subunit 
[Arabidopsis thaliana] 





Seq. No. 


300145 




Seq. ID 


LIB3180-017-P2-M1-D7 




Method 


BLAST N 




NCBI GI 


g3747049 




BLAST score 


79 




E value 


2.0e-36 




Match length 


111 




% identity 


94 




NCBI Description 


Zea mays ribosomal protein L26 mRNA, partial cds 




Seq. No. 


300146 




Seq. ID 


LIB3180-017-P2-M1-E1 




Method 


BLASTX 




NCBI GI 


g2506139 




BLAST score 


295 




E value 


1.0e-26 




Match length 


76 


fS 


% identity 


84 




NCBI Description 


COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 






(ARCHAIN) >gi_1314049_emb__CAA91901_ (Z67962) 






archain/delta-COP [Oryza sativa] 


8 -Mi f 


Seq. No. 


300147 


fn 


Seq. ID 


LIB3180-017-P2-M1-E9 


~" 


Method 


BLASTX 




NCBI GI 


g3372518 


3 ;. 


BLAST score 


205 




E value 


3.0e-16 


M= 


Match length 


76 




% identity 


55 




NCBI Description 


(AF050631) invertase [Zea mays] 


= : 


Seq. No. 


300148 




Seq. ID 


LIB3180-017-P2-M1-F3 




Method 


BLASTX 




NCBI GI 


gl345587 




BLAST score 


175 




E value 


5.0e-13 




Match length 


64 




% identity 


62 




NCBI Description 


14-3-3-LIKE PROTEIN GF14-6 >gi_998430_bbs_164522 (S77133) 






GF14-6=14-3-3 protein homolog [Zea mays, XL80 f Peptide, 261 






aa] [Zea mays] 




Seq. No. 


300149 




Seq. ID 


LIB3180-017-P2-M1-F4 




Method 


BLASTX 




NCBI GI 


g67155 




BLAST score 


228 




E value 


4.0e-19 




Match length 


91 




% identity 


53 




NCBI Description 


pyruvate, orthophosphate dikinase (EC 2.7.9.1) precursor - 



maxze 



42244 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300150 

LIB3180-017-P2-M1-G11 

BLASTN 

g!68514 

140 

8.0e-73 

304 

87 

Z.mays cl locus myb homolo'gue cDNA, exons 1-3 
300151 

LIB3180-017-P2-M1-G5 

BLASTX 

gll9150 

160 

2.0e-ll 

49 

69 

ELONGATION FACTOR 1 -ALPHA* (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618__ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

300152 

LIB3180-017-P2-M1-H3 

BLASTX 

g2921209 

268 

2.0e-23 

72 

78 

(AF026148) beta-ketoacyl-ACP synthase I [Perilla 
frutescens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300153 

LIB3180-018-P2-M1-A11 

BLASTX 

g3236238 

172 

2.0e-12 

59 
59 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300154 

LIB3180-018-P2-M1-E1 

BLASTN 

g22549 

178 

2.0e-95 

270 

92 



42245 



NCBI Description 



Maize gene for a 27kDa storage protein, zein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300155 

LIB3180-018-P2-M1-E5 

BLASTX 

g3334474 

190 

1.0e-14 

71 

59 

OLEOSIN ZM-I (OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED MAJOR 
PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 

>gi_1076817_pir S52029 oleosin 16 - maize >gi__687245 

(U13701) 16 kDa oleosin [Zea mays] 



m 



01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300156 

LIB3180-018-P2-M1-E8 

BLASTX 

g578545 

179 

3.0e-13 
112 

10 . 

(Z35759) ubiquitin [Tetrahymeha pyriformis] 
300157 

LIB3180-018-P2-M1-G10 

BLASTX 

g2369714 

177 

3.0e-13 

76 

51 

(Z97178) elongation factor 2 [Beta vulgaris] 



300158 

LIB3180-018-P2-M1-G9 

BLASTN 

g556672 

46 

5.0e-17 

66 

92 

S.cereale (Halo) chloroplast 



mRNA for heat-shock protein 



300159 

LIB3180-018-P2-M1-H3 

BLASTX 

g548770 

440 

1.0e-43 

101 

83 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



42246 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300160 

LIB3180-019-P2-M1-A11 
BLASTX 
g2117937 
240 

2.0e-20 
65 

UTP — glucose-l-phosphate uridylyltrahsf erase (EC 2.7.7, 
barley >giJL212996_enib_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 



9) - 



300161 

LIB3180-019-P2-M1-A2 

BLASTX 

gll81673 

234 

1.0e-19 

73 

66 

(U41652) heat shock protein cognate 70 [Sorghum bicolor] 
3001.62 

LIB3180-019-P2-M1-D11 

BLASTX 

g4510423 

163 

1.0e-ll 

52 

65 

(AC006929) unknown protein [Arabidopsis thaliana] 
300163 

LIB3180-019-P2-M1-D12 

BLASTN 

g22524 

121 

7.0e-62 

125 

99 

Zea mays mRNA encoding a zein (clone ZG31A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300164 

LIB3180-019-P2-M1-G6 

BLASTX 

gl762945 

158 

1.0e-10 

50 
60 

(U66269) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300165 

LIB3180-019-P2-M1-H6 

BLASTX 

g3599491 



42247 



BLAST score 


250 


E value 


1.0e-21 


Match length 


76 


% identity 


62 


NCBI Description 


(AF085149) putative aminotransferase [Capsicum chinense] 


Seq. No. 


300166 


Seq. ID 


LIB3180-020-P2-M1-B7 


Method 


BLASTN 


NCBI GI 


gl532072 


BLAST score 


85 


E value 


3.0e-40 


Match length 


137 


% identity 


91 


NCBI Description 


Z.mays mRNA for S-adenosylmethionine decarboxylase 


Seq. No. 


300167 


Seq. ID 


LIB3180-020-P2-M1-C1 


Method 


BLASTX 


NCBI GI 


gl076809 . 


BLAST score 


156 


E value 


7.0e-ll 


Match length 


71 


% identity 


51 • 


NCBI Description 


H+-transporting ATPase (EC 3.6.1.35) - maize 




>gi_758355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 




[Zea mays] 


Seq. No. 


300168 


Seq. ID 


LIB3180-020-P2-M1-D3 


Method 


BLASTX 


NCBI GI 


g2959732 


BLAST score 


256 


E value 


2.0e-22 


Match length 


52 


% identity 


83 


NCBI Description 


(Y1364 9) homologous to GATA-binding transcription factors 




[Arabidopsis thaliana] 


Seq. No. 


300169 


Seq. ID 


LIB3180-020-P2-M1-H4 


Method 


BLASTX 


NCBI GI 


g3152587 


BLAST score 


258 


E value 


2.0e-22 


Match length 


87 


% identity 


68 


NCBI Description 


(AC002986) Similar to CREB-binding protein homolog 




gb_U88570 from D. melanogaster and contains similarity to 




callus-associated protein gb_U01961 from Nicotiana tabacum 




EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 


Seq. No. 


300170 


Seq. ID 


LIB3180-021-P2-M1-A12 


Method 


BLASTX 


NCBI GI 


g3608171 


BLAST score 


398 



42248 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-39 

103 

80 

(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 

300171 

LIB3180-021-P2-M1-A6 

BLASTX 

gl41597 

363 

1.0e-34 

130 

64 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

300172 

LIB3180-021-P2-M1-B11 

BLASTN 

g22549 

106 

7.0e-53 

158 

92 

Maize gene for a 27kDa storage protein, zein 
300173 

LIB3180-021-P2-M1-C8 

BLASTN 

g2668743 

64 

2.0e-27 

80 

95 

Zea mays ubiquitin conjugating enzyme (UBC) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300174 

LIB3180-021-P2-M1-D1 

BLASTN 

g22516 

123 

8.0e-63 

213 

89 

Maize Zc2 gene for zein 



Zc2 (28 kD glutelin-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300175 

LIB3180-021-P2-M1-E9 

BLASTN 

g311238 

84 

7.0e-40 
136 



42249 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



91 

Z.mays eatl gene for catalase 
300176 

LIB3180-021-P2-M1-F5 

BLASTN 

gll84771 

95 

3.0e-46 

185 

89 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC2 
(gpc2) mRNA, complete cds 

300177 

LIB3180-021-P2-M1-G4 

BLASTN 

gl68425 

165 

7.0e-88 

205 

95 

Zea mays brittle-1 protein (btl) mRNA> complete cds 
300178 

LIB3180-022-P2-M1-C11 

BLASTX 

gll9355 

216 

2.0e-17 

55 

82 

ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE 1) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 

[Zea mays] 

300179 

LIB3180-022-P2-M1-C4 

BLASTX 

gll3621 

211 

2.0e-17 - 

44 

95 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

300180 

LIB3180-022-P2-M1-C7 

BLASTN 

g260041 



42250 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



38 

3.0e-12 

66 

89 

Sh2=shrunken-2 locus [maize, mRNA Partial, 1867 nt] 
300181 

LIB3180-022-P2-M1-E6 

BLASTX 

g232172 . 

239 

1.0e-20 

77 

66 

GLUCOSE- 1 -PHOSPHATE ADEN YLYL TRANSFERASE SMALL SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E B) (ALPHA-D-GLUCOSE-1-PHOSPHATE 

ADENYL TRANSFERASE) >gi_481816__pir S39504 

glucose-l-phosphate adenylyl trans f erase (EC 2.7.7.27) - 
wheat >gi_21687_emb_CAA4 6879_ (X66080) ADP-glucose 
pyrophosphorylase [Triticum aestivum] 

300182 

LIB3180-022-P2-M1-E7 

BLASTX 

g421929 

215 

2.0e-17 

60 

11 

ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 



300183 

LIB3180-022-P2-M1-F6 

BLASTX 

g3641839 

197 

3.0e-15 

52 

67 

(AL023094) isoflavone reductase 
thaliana] 

300184 

LIB3180-023-P2-M1-A12 
BLASTX 
gl68586 
428 

2.0e-46 
112 
91 

(M58656) 
300185 

LIB3180-023-P2-M1-D6 
BLASTX 



- like protein [Arabidopsis 



pyruvate, orthophosphate dikinase [Zea mays] 



42251 



NCBI GI vs.-: 


g3121867 


BLAST score *• 


.186 A 


E value 


2.0e-14 


Match length 


71 


% identity 


54 


NCBI Description 


COP1 REGULATORY PROTEIN >gi_J 




Copl protein [Pisum sativum] 


Seq. No. 


300186 


Seq. ID 


LIB3180-023-P2-M1-D7 


Method 


BLASTX 


NCBI GI 


g4105719 


BLAST score 


286 


E value 


3.0e-26 


Match length 


54 


% identity 


93 


NCBI Description 


(AF050128) cell wall invertai 




[Zea mays] 


Seq. No. 


300187 


Seq. ID 


LIB3180-023-P2-M1-G9 


Method 


BLASTX 


NCBI GI 


g2507281 


BLAST score 


238 


E value 


3.0e-20 


Match length 


50 


% identity 


92 


NCBI Description 


GTP-BINDING NUCLEAR PROTEIN ] 




(X97380) atran2 .[Arabidopsis 


Seq. No. 


300188 


Seq. ID 


LIB3180-024-P2-M1-A12 


Method 


BLASTX 


NCBI GI 


g3135543 


BLAST score 


182 


E value 


5.0e-14 


Match length 


52 


% identity 


67 


NCBI Description 


(AF062393) aquaporin [Oryza : 


Seq. No. 


300189 


Seq. ID 


LIB3180-024-P2-M1-A8 


Method 


BLASTN 


NCBI GI 


g602252 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


40 


% identity 


97 


NCBI Description 


Zea mays enolase (eno2) mRNA, 


Seq. No. 


300190 


Seq. ID 


LIB3180-024-P2-M1-B3 


Method 


BLASTX 


NCBI GI 


g3212871 


BLAST score 


195 


E value 


2.0e-15 


Match length 


76 



42252 



% identity 

NCBI Description 



51 

(AC004005) putative translation . initiation factor' 
[Arabidopsis thaliana] 



Seq. No. 


300191 


Seq. ID 


LIB3180-024-P2-M1-B9 


Method 


BLASTX 


NCBI GI 


g2655291 


BLAST score 


144 


E value 


1.0e-09 


Match length 


43 


% identity 


67 


NCBI Description 


(AF032974) germin-like protein 4 [Oryza sativa] 


Seq. No. 


300192 


Seq. ID 


LIB3180-024-P2-M1-C1 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


296 


E value 


8.0e-27 


Match length 


94 


% identity 


66 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


300193 


Seq. ID 


LIB3180-024-P2-M1-C2 


Method 


BLAST N 


NCBI GI 


g602252 


BLAST score 


60 


E value 


2.0e-25 


Match length 


128 


% identity 


87 


NCBI Description 


Zea mays enolase (eno2) mRNA, complete cds 


Seq. No. 


300194 


Seq. ID 


LIB3180-024-P2-M1-D12 


Method 


BLAST N 


NCBI GI 


gl68654 


BLAST score 


107 


E value 


4.0e-53 


Match length 


162 


% identity 


92 


NCBI Description 


Zea" mays ADP glucose pyrophosphorylase (shrunken 




complete cds 


Seq. No. 


300195 


Seq. ID 


LIB3180-024-P2-M1-D8 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


455 


E value 


2.0e-45 


Match length 


124 



% identity 73 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



42253 



Seq. No. 


300196 


Seq. ID 


LIB3180-024-P2-M1-E8 


Method 


BLASTX 


NCBI GI 


g4115371 


BLAST score 


265 


E value 


3.0e-23 


Match length 


113 


% identity 


52 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300197 


Seq. ID 


LIB3180-024-P2-M1-F2 


Method 


BLASTX 


NCBI GI 


g4104056 


BLAST score 


245 


E value 


3.0e-21 


Match length 


54 


% identity 


83 


NCBI Description 


(AF031194) S276 [Triticum aestivum] 


Seq. No. 


300198 


Seq. ID 


LIB3180-024-P2-M1-H3 


Method 


BLASTX 


NCBI GI 


g3043415 


BLAST score 


331 


E value 


4.0e-31 


Match length 


70 


% identity 


91 


NCBI Description 


(Y17053) At-hsc70-3 [Arabidopsis thaliana] 


Seq. No. 


300199 


Seq. ID 


LIB3180-024-P2-M1-H5 


Method 


BLASTX 


NCBI GI 


g3319882 


BLAST score 


152 


E value 


4.0e-10 


Match length 


86 


% identity 


45 


NCBI Description 


(AJ004960) elongation factor 1-alpha (EFl-a) [CIcer 




arietinum] 


Seq. No. 


300200 


Seq. ID 


LIB3180-024-P2-M1-H7 


Method 


BLASTX 


NCBI GI 


g2275211 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


87 


% identity 


68 


NCBI Description 


(AC002337) RNA helicase isolog [Arabidopsis thalianc 


Seq. No. 


300201 


Seq. ID 


LIB3180-027-P2-M2-B8 


Method 


BLASTX 


NCBI GI 


gll9150 


BLAST score 


387 


E value 


7.0e-38 



42254 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
86 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_82081_j>ir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

300202 

LIB3180-027-P2-M2-F11 

BLASTX 

g2498329 

172 

8.0e-13 

53 

60 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



m 


Seq. No. 


300203 


5s 


Seq. ID 


LIB3180-028-P2-M2-A6 


L_-. 


Method 


BLAST N 




NCBI GI 


gl491773 




BLAST score 


53 




E value 


3.0e-21 




Match length 


105 




% identity 


88 


■scsr 


NCBI Description 


Z.mays mRNA for cysteine proteinase, 




Seq. No. 


300204 




Seq. ID 


LIB3180-028-P2-M2-C3 




Method 


BLASTX 




NCBI GI 


g3549667 




BLAST score 


188 




E value 


1.0e-14 




Match length 


68 




% identity 


60 




NCBI Description 


(AL031394) Arabidopsis dynamin-like 






[Arabidopsis thaliana] 




Seq. No. 


300205 




Seq. ID 


LIB3180-028-P2-M2-D11 




Method 


BLASTX 




NCBI GI 


g2760349 




BLAST score 


362 




E value 


1.0e-34 




Match length 


87 




% identity 


17 



NCBI Description (U84 969) ubiquitin [Arabidopsis thaliana] 



42255 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description, 



300206 

LIB3180-028-P2-M2-F10 

BLASTX 

g417745 

219 

6.0e-18 

83 

57 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 



Seq. No. 


300207 


Seq. ID 


LIB3180-028-P2-M2-F9 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


82 


E value 


1.0e-38 


Match length 


106 


% identity 


94 


NCBI Description 


Zea mays brittle-1 protein (btl) mRNA, complete cds 


Seq. No. 


300208 ■ 


Seq. ID 


LIB3180-028-P2-M2-H8 


Method 


BLASTX 


NCBI GI 


g4138179 


BLAST score 


268 


E value 


4.0e-24 


Match length 


64 


% identity 


81 


NCBI Description 


(AJ223969) elongation factor 1 alpha subunit [Malus 




domestical 


Seq. No. 


300209 


Seq. ID 


LIB3180-029-P2-M2-C4 


Method 


BLASTN 


NCBI GI 


gl68482 


BLAST score 


80 


E value 


3.0e-37 


Match length 


184 


% identity 


86 


NCBI Description 


Corn starch branching enzyme II mRNA, complete cds 


Seq. No. 


300210 


Seq. ID 


LIB3180-029-P2-M2-F10 


Method 


BLASTN 


NCBI GI 


g3318612 


BLAST score 


53 


E value 


3.0e-21 


Match length 


69 


% identity 


94 


NCBI Description 


Zea mays mRNA for mitochondrial phosphate transport 




complete cds 


Seq. No. 


300211 


Seq. ID 


LIB3180-030-P2-M2-A2 r 


Method 


BLASTX 



42256 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2642159 
159 

1.0e-10 

53 

58 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4 151925 
(AF108 660) CYT1 protein [Arabidopsis thaliana] 

300212 

LIB3180-030-P2-M2-B11 

BLASTX 

gl29171 

221 

6.0e-18 

81 

65 

OPAQUE-2 REGULATORY PROTEIN >gi_22388_emb_CAA33550_ 
(X15544) opaque-2 protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300213 

LIB3180-030-P2-M2-B4 

BLASTX 

g2104712 

486 

3.0e-49 

115 

89 

(U95180) endosperm specific protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300214 

LIB3180-030-P2-M2-F4 

BLASTX 

gl076748 

209 

6.0e-17 

65 

62 

major intrinsic protein - rice >gi_440869_dbj_BAA04257_ 
(D17443) major intrinsic protein [Oryza sativa] 

300215 

LIB3180-030-P2-M2-G3 

BLASTX 

g3281846 

267 

1.0e-23 

70 

76 

(AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300216 

LIB3180-031-P2-M2-A11 

BLASTX 

g2435522 

192 



42257 



E value 


9.0e-15 


Match length 


70 


% identity 


54 


NCBI Description 


(AF024504) contains similarity to other AMP-binding enzyrrn 




[Arabidopsis thaliana] 


Seq. No. 


300217 


Seq. ID 


LIB3180-031-P2-M2-C1 


Method 


BLASTN 


NCBI GI 


g340933 


BLAST score 


35 


E value 


1.0e-10 


Match length 


87 


% identity 


85 


NCBI Description 


Zea mays 10-kDa zein gene, complete cds 


Seq. No. 


300218 


Seq. ID 


LIB3180-031-P2-M2-C5 


Method 


BLASTN 


NCBI GI 


g2282583 


BLAST score 


65 


E value 


2.0e-28 


Match length 


113 


% identity 


89 


NCBI Description 


Zea mays elongation factor 1-alpha (EF1-A) mRNA, complete 




cds 


Seq. No. 


300219 


Seq. ID 


LIB3180-031-P2-M2-D12 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


167 


E value 


3.0e-89 


Match length 


187 


% identity 


97 


NCBI Description 


hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt; 


Seq. No. 


300220 


Seq. ID 


LIB3180-031-P2-M2-F2 


Method 


BLASTN 


NCBI GI 


g2286152 


BLAST score 


72 


E value 


2.0e-32 


Match length 


88 


% identity 


95 


NCBI Description 


Zea mays cytoplasmic malate dehydrogenase mRNA, complete 




cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300221 

LIB3180-031-P2-M2-F3 

BLASTN 

g2909845 

92 

2.0e-44 

122 

93 

Zea mays (S) -adenosyl-L-methionine : delta 24-sterol 



42258 



methyltransf erase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300222 

LIB3180-031-P2-M2-F7 

BLASTX 

g282994 

212 

1.0e-17 

45 

82 

Sipl protein - barley >gi_167100 (M77475) seed imbibition 
protein [Hordeum vulgare] 

300223 

LIB3180-031-P2-M2-G8 

BLAST N 

g2257755 

51 

4.0e-20 

95 

88 

Zea mays nucleolar histone deacetylase HD2-p39 mRNA, 
complete cds 

300224 

LIB3180-032-P2-M2-C11 - 

BLASTX 

gl710551 

281 

3.0e-25 

51 

100 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300225 

LIB3180-033-P2-M2-B2 

BLASTN 

g435456 

34 

4.0e-10 

85 

85 • 

Proso millet gene for aspartate aminotransferase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300226 

LIB3180-033-P2-M2-B5 

BLASTX 

g3132825 

212 

2.0e-17 

45 

93 

(AF063403) 
mays] 



putative cytosine-5 DNA methyltransf erase [Zea 



42259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300227 

LIB3180-033-P2-M2-C7 

BLASTX 

g2967456 

182 

5.0e-14 

50 

74 

(AB012048) sulfate transporter [Arabidopsis thaliana] 
300228 

LIB3180-033-P2-M2-D1 

BLASTN 

g257807 

57 

1.0e-23 

61 

98 

cyppdkZml=orthophosphate dikinase {5' region} [maize, 
Genomic, 895 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



300229 

LIB3180-033-P2-M2-G10 

BLASTX 

g3334349 

174 

6.0e-13 

79 

49 

GLYCYL-TRNA SYNTHETASE (GLYCINE— TRNA LIGASE) (GLYRS) 
>gi_2564215_emb_CAA05162_ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 

300230 

LIB3180-033-P2-M2-G6 

BLASTX 

g3334349 

193 

1.0e-19 

85 

59 

GLYCYL-TRNA SYNTHETASE ( GL YC I NE — T RNA LIGASE) (GLYRS) 
>gi_2564215_emb_CAA05162_ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 

300231 

LIB3180-034-P2-M2-A3 

BLASTN 

gl3918 

75 

1.0e-34 

115 

91 

Maize mitochondrial DNA for 5kB alpha-Rl repeat 
300232 

LIB3180-034-P2-M2-B9 



42260 



Method 


BLASTN 


NCBI GI 


gl495231 


BLAST score 


41 


E value 


2.0e-14 


Match length 


79 


% identity 


87 


NCBI Description 


Z.mays mRNA for 22kD zein protein 


Seq- No. 


300233 


Seq. ID 


LIB3180-034-P2-M2-E3 


Method 


BLASTX 


NCBI GI 


g4581164 


BLAST score 


261 


E value 


3.0e-23 


Match length 


74 


% identity 


65 


NCBI Description 


(AC006220) putative polyprotein [Arabidopsis thai. 


Seq. No. 


30023.4- 


Seq. ID 


LIB3180-034-P2-M2-E7 


Method 


BLASTN 


NCBI GI 


gll84775 


BLAST score 


47 


E value 


8.0e-18 


Match length 


83 


% identity 


89 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase 




(gpc'4). mRNA, complete cds 


Seq. No. 


300235 


Seq. ID 


LIB3180-034-P2-M2-F1 


Method 


BLASTX 


NCBI GI 


gl36063 


BLAST score 


159 


E value 


2.0e-ll 


Match length 


50 


% identity 


66 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



TRIOSEPHOS PHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 

300236 

LIB3180-034-P.2-M2-H12 

BLASTN 

g22544 

144 

2.0e-75 

176 

95 

Maize mRNA (clone A30) for zein (a plant storage protein) 
300237 

LIB3180-035-P2-M2-A2 

BLASTX 

g2511535 



42261 





BLAST score 


298. 




E value 


4;0e-44 




Match length 


106 




% identity 


86 




NCBI Description 


(AF008122) alpha-tubulm 3 [Eleusine lndica] 




Seq. No. 


300238 




Seq. ID 


LIB3180-035-P2-M2-D10 




Method 


BLASTX 




NCBI. GI 


g82720 




BLAST score 


252 




E value 


6.0e-45 




Match length 


115 




% identity 


87 




NCBI Description 


regulatory protein 02 - maize >gi_22384_emb_CAA34 614 






(X16618) 02 protein (AA 1-460) [Zea mays] 




Seq. No. 


300239 


□ 


Seq. ID 


LIB3180-035-P2-M2-F1 




Method 


BLASTX 


01 


NCBI GI 


gl532210 




BLAST score 


269 




E value 


7.0e-43 




Match length 


136 


TS=I 


% identity 


67 




NCBI Description 


(U68268) cyclophilin A [Trypanosoma congolense] 




Seq. No. 


300240 




Seq. ID 


LIB3180-035-P2-M2-G1 




Method 


BLASTN 


i e 


NCBI GI 


g902524 




BLAST score 


37 


s 


E value 


2.0e-ll 


i 3 


Match length 


121 




% identity 


83 




NCBI Description 


Zea mays clone MubGlO ubiquitin fusion protein gene, 






complete cds 




Seq. No. 


300241 




Seq. ID 


LIB3180-035-P2-M2-G12 




Method 


BLASTN 




NCBI GI 


g575730 




BLAST score 


45 




E value 


3.0e-16 




Match length 


65 




% identity 


92 




NCBI Description 


Z.mays mRNA for transmembrane protein 




Seq. No. 


300242 




Seq. ID 


LIB3180-035-P2-M2-H1 




Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


235 




E value 


1.0e-129 




Match length 


318 




% identity 


94 




NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



42262 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300243 

LIB3180-036-P2-M2-A11 

BLASTX 

g3924596 

265 

2.0e-23 
78 

71 - 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300244 

LIB3180-036-P2-M2-A6 

BLASTX 

g300265 

316 

4.0e-29 

89 

73 

HSP68=68 kda heat-stress DnaK homolog [Lycopersicon 
peruvianum=tomatoes, Peptide Mitochondrial Partial, 580 



aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300245 

LIB3180-036-P2-M2-C1 

BLASTN 

gl69818 

43 

5.0e-15 

171 

81 

Rice 25S ribosomal RNA gene 



Seq. No. 300246 

Seq. ID LIB3180-036-P2-M2-E2 

Method BLASTX - 

NCBI GI g3559805 

BLAST score 614 

E value 4.0e-64 

Match length 134 

% identity 78 

NCBI Description (AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 

Seq. No. 300247 

Seq. ID LIB3180-036-P2-M2-E8 

Method BLASTX 

NCBI GI gl762130 

BLAST score 235 

E value 1.0e-19 

Match length 66 

% identity 77 

NCBI Description (U46136) chaperonin-60 beta subunit [Solanum tuberosum] 

Seq. No. 300248 

Seq. ID LIB3180-036-P2-M2-F1 

Method BLASTX 



42263 



NCBI GI 
f BLAST score 
E ' value 
Match length 
% identity 
NCBI Description 



g584706 

211 ' 

8.0e-17 

58 

78 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 



y5 



Seq. No. 


300249 


Seq. ID 


LIB3180-036-P2-M2-F10 


Method 


BLASTN 


NCBI GI 


gl4395 


BLAST score 


177 


E value 


7.0e-95 


Match length 


302 


% identity 


94 


NCBI Description 


T.aestivum mitochondrion fMet, 18S, 5S repeat unit DNA 


Seq. No. 


300250 


Seq. ID 


LIB3180-036-P2-M2-F8 


Method 


BLASTX 


NCBI GI 


g4490330 


BLAST score 


377 


E value 


1.0e-36 


Match length 


75 


% identity 


92 


NCBI Description 


(AL035656) splicing factor-like protein [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



300251 

LIB3180-036-P2-M2-F9 

BLASTX 

g585084 

170 

4.0e-12 

43 

77 

ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G) 

>gi_543383_pir S40780 translation elongation factor G, 

mitochondrial - rat >gi_310102 (L14 684) elongation factor G 
[Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300252 

LIB3180-036-P2-M2-G10 

BLASTX 

g3789911 

194 

8.0e-15 

81 

48 

(AF081802) developmental protein DG1118 [Dictyostelium 
discoideum] 



Seq. No. 
Seq. ID 



300253 

LIB3180-036-P2-M2-G6 



42264 



Method 

NCBI GI' r:- 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gl6073 
422 

1.0e-41 
134 ' 
68 

(X59526) 



zein protein [Acetabularia mediterranea] 



300254 

LIB3180-036-P2-M2-H3 

BLASTN 

g625147 

153 

1.0e-80 

296 

94 

Zea mays protein disulfide isomerase (pdi) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300255 

LIB3180-037-P2-M2-A10 

BLASTX 

gl68691 

325 , 

3.0e-30 

101 

63 

(M29628) zein [Zea mays] 
300256 

LIB3180-037-P2-M2-A9 

BLASTX 

g2494073 

139 

9.0e-09 

46 

54 

BETAINE-ALDEHYDE DEHYDROGENASE (BADH) . 

>gi_2144333_pir S71413 betaine-aldehyde dehydrogenase (EC 

1.2.1.8) precursor - barley >gi_927643_dbj_BAA054 66_ 
(D26448) betaine aldehyde dehydrogenase [Hordeum vulgare] 

300257 

LIB3180-037-P2-M2-D9 

BLASTX 

gl68691 

302 

1.0e-27 : — 

110 

59 

(M29628) zein [Zea mays] 



300258 

LIB3180-037- 
BLASTX 
g!174448 
145 



P2-M2-F6 



42265 



E value 


4.0e-09 


Match length 


42 


% identity 


71 


NCBI Description 


TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 




(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 




(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 




[Arabidopsis thaliana] 


Seq. No. 


300259 


Seq. ID 


LIB3180-037-P2-M2-G1 


Method 


BLASTX 


NCBI GI 


g4220523 


BLAST score 


312 


E value 


1.0e-28 


Match length 


98 


% identity 


58 


NCBI Description 


(AL035356) putative alliin lyase [Arabidopsis thaliana] 


Seq. No. 


300260 


Seq. ID 


LIB3180-038-P2-M2-A3 


Method 


BLASTX 


NCBI GI 


g4558460 


BLAST score 


419 


E value 


3.0e-41 


Match length 


81 


% identity 


100 


NCBI Description 


(AF073775) replication origin activator ROA2 [Zea mays] 


Seq. No. 


300261 


Seq. ID 


LIB3180-038-P2-M2-E2 


Method 


BLASTX 


NCBI GI 


g41715.4 


BLAST score 


350 


E value 


3.0e-33 


Match length 


113 


% identity 


63 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi_100685 _pir S25541 heat shock 




protein 82 - rice (strain Taichung Native One) 




>gi 20256 emb CAA77978 (Z11920) heat shock protein 82 




(HSP82) [Oryza sativa] 


Seq. No. 


300262 


Seq. ID 


LIB3180-038-P2-M2-F10 


Method 


BLASTX 


NCBI GI 


gl658313 


BLAST score 


442 


E value 


4.0e-44 


Match length 


97 


% identity 


46 


NCBI Description 


(Y08987) osr40g2 [Oryza sativa] 


Seq. No. 


300263 


Seq. ID 


LIB3180-038-P2-M2-G12 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


484 


E value 


7.0e-49 



42266 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 
85 

(M58656) pyruvate, orthophosphate dikinase [Zea. mays] 
300264 

LIB3180-038-P2-M2-G2 

BLASTX 

g4033424 

295 

9.0e-27 

89 

72 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 





Seq. No. 


300265 




Seq. ID 


LIB3180-039-P2-M2-A10 




Method 


BLASTX 




NCBI GI 


g419803 




BLAST score 


211 




E value 


4.0e-17 




Match length 


80 




% identity 


50 


o 


NCBI Description 


zein protein - maize >gi 168705 (M72708 






mays] 


™ 


Seq. No. 


300266 




Seq. ID 


LIB3180-039-P2-M2-A7 




Method 


BLASTX 




NCBI GI 


g4321782 




BLAST score 


291 




E value 


2.0e-26 


LJ 


Match length 


85 




% identity 


62 


=" " * 


NCBI Description 


(AF061178) arsenical resistance ATPase 




Seq. No. 


300267 




Seq. ID 


LIB3180-039-P2-M2-F3 




Method 


BLASTN 




NCBI GI 


g22514 




BLAST score 


121 




E value 


7.0e-62 




Match length 


153 




% identity 


95 




NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD zein- 




Seq. No. 


300268 




Seq. ID 


LIB3180-039-P2-M2-G2 




Method 


BLASTX 




NCBI GI 


g3420239 




BLAST score 


267 




E value 


2.0e-23 




Match length 


50 




% identity 


100 




NCBI Description 


(AF059484) actin [Gossypium hirsutum] 



zein protein [Zea 



■2) 



42267 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ■ 

E value 

Match length 

% identity 

NCBI Description 



300269 

LIB3180-039-P2-M2-G5 

BLASTX 

gll74613 

344 

2.0e-32 

80 

84 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_556560_dbj_BAA04614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 



m 

m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300270 

LIB3180-039-P2-M2-H4 

BLASTX 

gll3621 

190 

2.0e-14 

60 

68 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300271 

LIB3180-040-P2-M2-A12 

BLASTN 

g625147 

49 

1.0e-18 

69 
93 

Zea mays protein disulfide isomerase (pdi) mRNA, complete 
cds 



Seq. No. 


300272 


Seq. ID 


LIB3180-040 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


42 


E value 


2.0e-14 


Match length 


78 


% identity 


88 


NCBI Description 


Zea mays 22 


Seq. No. 


300273 


Seq. ID 


LIB3180-040 


Method 


BLASTX 


NCBI GI 


gll84776 


BLAST score 


233 


E value 


1.0e-37 


Match length 


91 


% identity 


91 



42268 



NCBI Description 



(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 


300274 


Seq. ID 


LIB3180-040-P2-M2-E5 


Method 


BLASTX 


NCBI GI 


g4115936 


BLAST score 


258 


E value 


2.0e-22 


Match length 


83 


% identity 


65 


NCBI Description 


(AF118223) No definition line found [Arabidopsis thaliana] 


Seq. No. 


300275 


Seq. ID 


LIB3180-040-P2-M2-H10 


Method 


BLASTX 


NCBI GI 


g3935152 


BLAST score 


258 


E value 


2.0e-22 


Match length 


.84 


% identity 


58 


NCBI Description 


(AC005106) T25N20.16 [Arabidopsis thaliana] 


Seq. No. 


300276 1 


Seq. ID 


LIB3180-040-P2-M2-H11 


Method 


BLASTX 


NCBI GI 


g2833378 


BLAST score 


187 


E value 


2.0e-14 


Match length 


87 


% identity 


43 


NCBI Description 


HEXOKINASE >gi 619928 (U18754) hexokinase [Arabidopsis 




thaliana] >gi_1582383_prf 2118367A hexokinase [Arabidopsi, 




thaliana] 


Seq. No. 


300277 


Seq. ID^ 


LIB3180-041-P2-M2-C11 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


279 


E value 


1.0e-156 


Match length 


370 


% identity 


95 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 


Seq. No. 


300278 


Seq. ID 


LIB3180-041-P2-M2-D3 


Method 


BLASTX 


NCBI GI 


gl771780 


BLAST score 


444 


E value 


3.0e-44 


Match length 


96 


% identity 


93 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanum tuberosum] 


Seq. No. 


300279 


Seq. ID 


LIB3180-041-P2-M2-E11 



42269 



Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


102 


E value 


1.0e-50 


Match length 


122 


% identity 


96 


NCBI Description 


Zea mays zein protein gene, complete cds 


Seq. No. 


300280 


Seq. ID 


LIB3180-041-P2-M2-G5 


Method 


BLASTX 


NCBI GI 


g'543867 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


76 


% iripntitv 


57 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 




>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 




3.6.1.34) gamma chain precursor - sweet potato 




>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 




[Ipomoea batatas] 


Seq. No. 


300281 


Seq. ID 


LIB3180-042-P2-M2-A6 


Method 


BLASTN 


NCBI GI 


a22516 


BLAST score 


152 


E value 


4.0e-80 


Match length 


268 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 


Seq. No. 


300282 


Seq. ID 


LIB3180-042-P2-M2-A7 


Method 


BLASTX 


NCBI GI 


gl41615 


RT.AST ^rrirp 

LJ L Iriu J. Ouvl C 


266 


E value 


2.0e-23 


Match length 


72 


% identity 


78 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 


>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 


Seq. No. 


300283 


Seq. ID 


LIB3180-042-P2-M2-B3 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


183 


E value 


1.0e-98 


Match length 


243 


% identity 


94 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


300284 


Seq. ID 


LIB3180-042-P2-M2-C12 


Method 


BLASTN 


NCBI GI 


g22292 



42270 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

1.0e-10 

59 

90 

Z.mays mRNA for glycine-rich protein 
300285 

LIB3180-042-P2-M2-D10 

BLASTX 

gl41608 

225 

9.0e-20 

119 

52 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 


300286 


Seq. ID 


LIB3180-042-P2-M2-E1 


Method 


BLAST N 


NCBI GI 


gl495231 


BLAST score 


89 


E value 


2.0e-42 


Match length 


154 


% identity 


88 


NCBI Description 


Z.mays mRNA for 22 kD zein ] 


Seq. No. 


300287 


Seq. ID 


* LIB3180-042-P2-M2-F2 


Method 


BLASTX 


NCBI GI 


gll69911 


BLAST score 


279 


E value 


5.0e-25 


Match length 


65 


% identity 


85 


NCBI Description 


1,4-ALPHA-GLUCAN BRANCHING 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BRANCHING ENZYME IIB) (Q-ENZYME) >gi_168483 (L08065) starch 
branching enzyme II [Zea mays] 

300288 

LIB3180-042-P2-M2-H2 

BLASTX 

g72307 

267 

3.0e-23 

91 

65 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

300289 

LIB3180-042-P2-M2-H5 

BLASTX 

g2257756 

247 

5.0e-21 



42271 



Match length 


96 


% identity 


56 


NCBI Description 


(U82815) nucleolar histone deacetylase HD2-p39 [Zea mays] 




>gi_3650466 (AF026917) histone deacetylase HD2-p39 [Zea 




mays] 


Seq. No. 


300290 


Seq. ID 


LIB3180-042-P2-M2-H7 


Method 


BLASTX 


NCBI GI 


g3850583 


BLAST score 


262 


F. value 


8.0e-23 


Match length 


106 


% identity 


53 


NCBI Description 


(AC005278) Contains similarity to transcription initiation 




factor HE, alpha subunit gb_X634 68 from Homo sapiens. 




[Arabidopsis thaliana] 


Seq. No. 


300291 


Seq. ID 


LIB3180-042-P2-M2-H8 


Method 


BLASTX 


MPRT GT 

IN v_s O -L \3 -L 


a2653558 

U£a \J -J \J 


BLAST score 


344 


E value 


1.0e-32 


Match length 


102 


% identity 


69 


NCBI Description 


(D50679) ferredoxin-sulfite reductase precursor [Zea mays] 


Seq. No. 


300292 


Seq. ID 


LIB3180-043-P2-M2-B6 


Method 


BLASTX 


NCBI GI 


gll84774 




211 


E value 


2.0e-17 


Match length 


47 


% identity 


89 


NCBI Description 


(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 




GAPC3 [Zea mays] 


Seq. No. 


300293 


Seq. ID 


LIB3180-043-P2-M2-B7 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


248 


E value 


2.0e-28 


Match length 


100 


% identity 


75 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 


>gi 72314_pir ZIZM3 19K zein precursor (clone A30) - maize 




>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 




[Zea mays] 


Seq. No. 


300294 


Seq. ID 


LIB3180-043-P2-M2-C10 


Method 


BLASTX 


NCBI GI 


g2507349 


BLAST score 


193 



42272 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, -No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-15 
113 

37 * 

DNA-DIRECTED RNA POLYMERASE II 140 KD POLYPEPTIDE (B150) 

(RNA POLYMERASE II SUBUNIT 2) >gi_82 997_pir A25884 

DNA-directed RNA polymerase (EC 2.7.7.6) II 14 OK chain - 
yeast (Saccharomyces cerevisiae) >gi_1293711 (U55020) Rpb2p 
polymerase [Saccharomyces cerevisiae] 
>gi_1420379_emb_CAA99357_ (Z75059) ORF YORlSlc 
[Saccharomyces cerevisiae] 

300295 

LIB3180-043-P2-M2-C7 

BLASTN 

gll84773 

67 

2.0e-29 

191 

85 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC3 
(gpc3) mRNA, complete cds 

300296 

LIB3180-043-P2-M2-D10 

BLASTX 

g730450 

341 

3.0e-32 

99 

68 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_480649j?ir S37134 cold-induced protein BnC24B - rape 

>gi_398922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 

300297 

LIB3180-043-P2-M2-D3 

BLASTX 

gl41602 

239 

2.0e-20 

61 

84 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658j?ir A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

300298 

LIB3180-043-P2-M2-G6 

BLASTX 

g2369714 

272 

Z.0e-24 

79 

67 

(Z97178) elongation factor 2 [Beta vulgaris] 



42273 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300299 

LIB3180-043-P2-M2-H10 

BLASTX 

g2244772 

259 

8.0e-23 

77 

60 

(Z97335) transport protein [Arabidopsis thaliana] 



300300 

LIB3180-044-P2-M2-A1 

BLASTX 

gl313907 

140 

8.0e-09 

82 

46 

(D84507) CDPK-related protein kinase 



[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300301 

LIB3180-044-P2-M2-C3 ~ 

BLASTX 

gll84776 

215 

9.0e-18 

59 

75 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

300302 

LIB3180-044-P2-M2-C5 

BLASTX 

gl545871 

427 

2.0e-42 

91 

91 

(U66607) cyclin type B-like [Zea mays] >gi_1545873 (U66608) 
cyclin type B-like [Zea mays] 

300303 

LIB3180-044-P2-M2-D2 

BLASTN 

gl737491 

35 

2.0e-10 

63 

89 

Triticum aestivum poly (A) -binding protein (wheatpab) mRNA, 
complete cds 

300304 

LIB3180-044-P2-M2-E11 

BLASTX 

gll84776 



42274 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



419 

2.0e-41 

90 

91 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenas 
GAPC4 [Zea mays] 

300305 

LIB3180-04 4-P2-M2-E6 

BLASTX 

gl41616 

208 

9.0e-17 

61 

62 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

300306 

LIB3180-044-P2-M2-F12 

BLASTX 

gll8104 

362 

1.0e-34 

79 

91 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408jpir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 


300307 


Seq. ID 


LIB3180-044-P2-M2-G7 


Method 


BLAST N 


NCBI GI 


g3694806 


BLAST score 


38 


E value 


3.0e-12 


Match length 


78 


% identity 


87 


NCBI Description 


Zea mays alanine aminotransferase (alt) gene. 


Seq. No. . 


300308 


Seq. ID 


LIB3180-045-P2-M2-A6 


Method 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


376 


E value 


3.0e-36 


Match length 


102 


% identity 


73 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) 



(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 



300309 



42275 



Seq. ID 


LIB3180-045-P2-M2-B9 


Method 


BLASTX 


NCBI GI 


g4204859 


BLAST score 


415 


E value 


8.0e-41 


Match length 


104 


% identity 


80 


NCBI Description 


(U55859) heat shock protein 


Seq. No. 


300310 


Seq. ID 


LIB3180-045-P2-M2-F7 


Method 


BLASTX 


NCBI GI 


g3063473 


BLAST score 


315 


E value 


3.0e-29 


Match length 


105 


% identity 


63 


NCBI Description 


(AC003981) F22013.35 [Arabi* 


Seq. No. 


300311 


Seq. ID 


LIB3180-045-P2-M2-G8 


Method 


BLASTX 


NCBI GI 


g547683 


BLAST score 


141- 


E value 


5.0e-09 


Match length 


41 


% identity 


71 


NCBI Description 


HEAT SHOCK COGNATE PROTEIN 



shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



Seq. No. 


300312 


Seq. ID 


LIB3180-04 6-P2-M2-B4 


Method 


BLASTX 


NCBI GI 


g2224641 


BLAST score 


237 


E value 


7.0e-20 


Match length 


109 


% identity 


40 


NCBI Description 


(AB002348) KIAA0350 [Homo sapiens] 


Seq. No. 


300313 


Seq. ID 


LIB3180-04 6-P2-M2-D11 


Method 


BLASTN 


NCBI GI 


g4733890 


BLAST score 


46 


E value 


4.0e-17 


Match length 


106 


% identity 


86 


NCBI Description . 


Zea mays unconventional myosin heavy 




partial cds 


Seq. No. 


300314 


Seq. ID 


LIB3180-04 6-P2-M2-D3 


Method 


BLASTX 


NCBI GI 


g2827711 



42276 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



335 

2.0e-31 

107 " " 

65 

(AL021684) oxoglutarate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



300315 

LIB3180-04 6-P2-M2-D5 

BLASTX 

gll84776 

270 

7.0e-24 

80 

70 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

300316 

LIB3180-04 6-P2-M2-G11 

BLASTX 

gl346432 

210 

6.0e-17 

72 

58 

LEGUMAIN PRECURSOR (ASPARAGINYL ENDOPEPT I DASE ) 

>gi_1076483_pir JX0344 legumain (EC 3.4.22.34) precursor - 

jack bean >gi_4 99294_dbj_BAA06596_ (D31787) asparaginyl 
endopeptidase (Legumain) [Canavalia ensiformis] 



Seq. No. 


300317 




Seq. ID 


LIB3180-047- 


-P2-A6 


Method 


BLASTN 




NCBI GI 


g22326 




BLAST score 


56 




E value 


8.0e-23 




Match length 


92 




% identity 


90 




NCBI Description 


Z.mays gene 


for Hageman 


Seq. No. 


300318 




Seq. ID 


LIB3180-047- 


-P2-C2 


Method 


BLASTN 




NCBI GI 


gl532162 




BLAST score 


34 




E value 


9.0e-10 




Match length 


50 




% identity 


31 




NCBI Description 


Arabidopsis 


thaliana AT 



AT. I. 24-4, AT. 1.24-5, AT 
genes, partial cds, AT. I 



1.24-1, AT. 1.24-2, AT. I. 24-3, 
1.24-6, AT. 1.24-9 and AT. 1.24-14 
24-7, ascorbate peroxidase 



Seq. No. 
Seq. ID 
Method 



(ATHAPX1), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT. I 
300319 

LIB318,0-047-P2-D5 
BLASTN V 



42277 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22344 
'42 

2.0e-14 

82 

89 

Maize gene for heat shock protein 70 exon 1 



(clone 9508) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300320 

LIB3180-047-P2-D8 

BLASTX 

g4581111 

152 

7.0e-10 

140 

29 

(AC005825) putative reverse transcriptase [Arabidopsis 
thaliana] 



ffi 



Seq. No. 


300321 


Seq. ID 


LIB3180-047-P2-G10 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


153 


E value 


3.0e-10 


Match length 


67 


% identity 


48 


NCBI Description 


(AC005167) unknown protein [J 


Seq. No. 


300322 


Seq. ID 


LIB3180-047-P2-G2 


Method 


BLASTN 


NCBI GI 


g22099 


BLAST score 


39 


E value 


4.0e-13 


Match length 


67 


% identity 


90 


NCBI Description 


Z.mays 27kDa zein locus DNA 


Seq. No. 


300323 


Seq. ID 


LIB3180-048-P2-A2 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


234 


E value 


8.0e-20 


Match length 


64 


% identity 


67 


NCBI Description 


(AC005966) Strong similarity 



putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300324 

LIB3180-048-P2-B11 

BLASTN 

g4096785 

52 

2.0e-20 
88 



42278 



% identity 

NCBI Description 



91 

Zea mays NADP-malic enzyme root isoform mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

,E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300325 

LIB3180-048-P2-C10 

BLASTX 

gll8104 

237 

2.0e-33 

88 " ■ 

77 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

300326 

LIB3180-048-P2-C5 

BLASTN 

g6598604 

37 

2.0e-ll 

65 
89 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300327 

LIB3180-048-P2-D8 

BLASTX 

g2738248 

304 

4.0e-28 

88 

66 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300328 

LIB3180-048-P2-E10 

BLASTN 

gl68652 

124 

3.0e-63 

128 

99 

Maize amyloplast-specif ic transit protein 
locus), complete cds 



(waxy; wx+ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300329 

LIB3180-048-P2-E6 

BLASTX 

g625509 

443 

3.0e-44 
94 



42279 



% identity 


25 


NCBI Description 


ubiquitin precursor 


Seq. No. 


300330 


Seq. ID. 


LIB3180-048-P2-E7 


Method 


BLASTN 


NCBI GI 


g556685 


BLAST score 


114 


E value 


3.0e-57 


Match length 


129 


% identity 


98 


NCBI Description 


Z.mays mRNA for ADP- 


Seq. No. 


300331 


Seq. ID 


LIB3180-048-P2-F1 


Method 


BLASTX 


NCBI GI 


g2282584 


BLAST ■ score 


148 


E value 


6.0e-10 


Match length 


40 


% identity 


78 


NCBI Description 


( U7 62 5 9 ) e longat ion 


Seq. No. 


300332 


Seq. ID 


LIB3180-048-P2-F3 


Method 


BLASTX 


NCBI GI 


g542125 


BLAST score 


212 


E value 


2.0e-17 


Match length 


55 


% identity 


76 


NCBI Description 


translation elongat, 



[Zea mays] 



factor eEF-1 alpha chain - barley 
>gi_396134_emb_CAA80666_ (Z23130) protein synthesis 
elongation factor-1 alpha [Hordeum vulgare] 



Seq. No. 


300333 


Seq. ID 


LIB3180-048-P2-G3 


Method 


BLASTX 


NCBI GI 


gl903034 


BLAST score 


201 


E value 


6.0e-16 


Match length 


68 


% identity 


50 


NCBI Description 


(X94625) amp-binding protein [Brassica napus] 


Seq. No. 


300334 


Seq. ID 


LIB3180-048-P2-G7 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


302 


E value 


5.0e-28 


Match length 


74 


% identity 


81 


NCBI Description 


(M58656) pyruvate, orthophosphate dikinase [Zea 


Seq. No. 


300335 


Seq. ID 


LIB3180-048-P2-H6 



42280 



Method . 


BLASTX 


NCBI GI 


g3057120 


BLAST score 


492 


E value 


4.0e-50 


Match length 


90 


% identity 


98 


NCBI Description 


(AF023159) starch synthase 


Seq. No. 


300336 


Seq. ID 


LIB3180-04 9-P2-M1-A4 


Method 


BLASTX 


NCBI GI 


g20559 


BLAST score 


602 


E value 


1.0e-62 


Match length 


127 


% identity 


94 


NCBI Description 


(X13301) hsp70 (AA 6 - 651] 


Seq. No. 


300337 


Seq. ID 


LIB3180-04 9-P2-M1-B2 


Method 


BLASTX 


NCBI GI 


g3914006 


BLAST score 


313 


E value 


5.0e-29 


Match length 


65 


% identity 


97 


NCBI Description 


MITOCHONDRIAL LON PROTEASE 




(U85495) LON2 [Zea mays] 


Seq. No. 


300338 


Seq. ID 


LIB3180-04 9-P2-M1-B9 


Method 


BLASTX 


NCBI GI 


g551288 


BLAST score 


345 . 


E value 


2.0e-32 


Match length 


82 


% identity 


82 


NCBI Description 


(Z33611) phosphoglycerate r 


Seq. No. 


300339 


Seq. ID 


LIB3180-04 9-P2-M1-D12 


Method 


BLASTN 


NCBI GI 


g940880 


BLAST score 


54 


E value 


2.0e-21 


Match length 


146 


% identity 


85 


NCBI Description 


Z.mays zag2 gene 


Seq. No. 


300340 


Seq. ID 


LIB3180-04 9-P2-M1-D2 


Method 


BLASTX 


NCBI GI 


g4467124 


BLAST score 


241 


E value 


2.0e-20 


Match length 


136 


% identity 


37 



[Zea mays] 



- 651) [Petunia x hybrida] 



42281 



# 



NCBI Description (AL035538) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300341 

LIB3180-049-P2-M1-D5 

BLASTX 

g3608171 

475 

7.0e-60 

139 

86 

(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300342 

LIB3180-04 9-P2-M1-E1 

BLASTX 

g67155 

240 

2.0e-20 

119 

56 

pyruvate, orthophosphate dikinase 
maize 



(EC 2.7.9.1) precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300343 

LIB3180-049-P2-M1-H11 

BLASTX 

g2288999 

194 

9.0e-23 

82 

65 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300344 

LIB3180-049-P2-M1-H2 

BLASTX 

gll84776 

442 

6.0e-44 

88 

95 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

300345 

LIB3180-04 9-P2-M1-H4 

BLASTX. 

g4512667 

572 

4.0e-66 

137 

86 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 



300346 



42282 



Seq. ID 


LIB3180-049-P2-M1-H9 


Method 


BLASTX • 


NCBI GI 


gl!84774 


BLAST score 


155 


E value 


2.0e-10 


Match length 


43 


% identity 


65 


NCBI Description 


(U45856) cytosolic glyceroldehyde-3-phosphate 




GAPC3 [Zea mays] 


Seq. No. 


300347 


Seq. ID 


LIB3180-050-P2-M1-A9 


Method 


BLASTX 


NCBI GI 


g3510253 


BLAST score 


194 


E value 


2.0e-15 


Match length 


63 


% identity 


57 


NCBI Description 


(AC005310) hypothetical protein [Arabidopsis 


Seq. No. 


300348 


Seq. ID 


LIB3180-050-P2-M1-C1 


Method 


BLASTX 


NCBI GI 


g3309243 


BLAST score 


169 


E value 


2.0e-12 


Match length 


41 


% identity 


78 


NCBI Description 


(AF073507) aconitase-iron regulated protein- 1 




limon] 


Seq. No. 


300349 


Seq. ID 


LIB3180-050-P2-M1-E11 


Method 


BLASTN 


NCBI GI 


g416150 


BLAST score 


79 


E value 


8.0e-37 


Match length 


115 


% identity 


92 


NCBI Description 


Zea mays beta-8 tubulin (tub8) mRNA, complete 


Seq. No. 


300350 


Seq. ID 


LIB3180-050-P2-M1-E5 


Method 


BLASTX 


NCBI GI 


g3152581 


BLAST score 


247 


E value 


3.0e-21 


Match length 


69 



[Citrus 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



65 

(AC002986) 
gb_AE00338, 



Similar to E. coli sulfurtransf erase (rhodanese) 
ESTs gb_T03984, gb_T03983 and gb_W43228 come 



from this gene. [Arabidopsis thaliana] 
300351 

LIB3180-050-P2-M1-F1 
BLASTX 
gl723436 



42283 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



289 

4.0e-26 

106 

58 

HYPOTHETICAL 119.9 KD PROTEIN C56F8.03 IN CHROMOSOME I 
>gi_1204225_emb_CAA93574_ (Z69728) unknown 
[Schizosaccharomyces pombe] 

300352 

LIB3180-051-P2-M1-A1 

BLASTX 

gll84774 

370 

2.0e-35 

88 

84 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

300353 

LIB3180-051-P2-M1-A2 

BLASTX 

g4406769 

247 

4.0e-21 

84 

60 

(AC006836) putative translin [Arabidopsis thaliana] 
300354 

LIB3180-051-P2-M1-B12 

BLASTX 

g82695 

326 

1.0e-30 

72 
93 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 3 - 
maize (fragment) >gi_293887 (L13431) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

300355 

LIB3180-051-P2-M1-D9 

BLASTX 

g22216 

184 

9.0e-14 

81 

52 

(X55722) 22kD zein [Zea mays] 
300356 

LIB3180-052-P2-M1-C3 

BLASTX 

g3915826 

290 

2.0e-26 



42284 



Match length 


80 


% identity 


71 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


300357 


Seq. ID 


LIB3180-052-P2-M1-C6 


Method 


BLASTX 


NCBI GI 


g4091008 


BLAST score*. 


214. 


E value 


3.0e-17 


Match length 


87 


% identity 


55 


NCBI Description 


(AF040700) methionyl-tRNA synthetase 


Seq. No. 


300358 


Seq. ID 


LIB3180-052-P2-M1-D10 


Method 


BLASTN 


NCBI -GI 


g4206307 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


108 


% identity 


84 


NCBI Description 


Zea mays retrotransposon Cinful-2 


Seq. No. 


300359 


Seq. ID 


LIB3180-052-P2-M1-E12 


Method 


BLASTX 


NCBI GI 


g4585966 


BLAST score 


156 


E value 


2.0e-10 


Match length 


70 


% identity 


54 


NCBI Description 


(AC005287) Putative dihyrdolipoamid< 




[Arabidopsis thaliana] 


Seq. No. 


300360 


Seq. ID 


LIB3180-052-P2-M1-F6 


Method 


BLASTX 


NCBI GI 


gl35398 


BLAST score 


313 


E value 


5.0e-29 


Match length 


58 


% identity 


98 


NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi_82731_pir 




chain - maize >gi_22147_emb_CAA3373~ 




alphal-tubulin [Zea mays] 


Seq. No. 


300361 


Seq. ID 


LIB3180-052-P2-M1-G11 


Method 


BLASTX 


NCBI GI 


g3452091 


BLAST score 


268 


E value 


1.0e-23 


Match length 


86 


% identity 


57 



(X15704) 



NCBI Description (AJ004899). rudimentary enhancer [Glycine max] 



42285 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300362 

LIB3180-052-P2-M1-G12 

BLASTX 

g3318615 

212 

3.0e-17 

46 

91 

(AB016065) mitochondrial phosphate transporter [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300363 

LIB3180-052-P2-M1-G3 

BLASTX 

g!68586 

433 

7.0e-43 

138 

69 

(M58656) pyruvate, orthophosphate dikinase 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300364 

LIB3180-052-P2-M1-H10 

BLASTX 

g4263722 

411 

3.0e-40 

131 

60 

(AC006223) putative glucan synthase 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300365 

LIB3180-053-P2-M1-A6 

BLASTX 

g3914557 

322 

8.0e-30 . 

77 -r- 

84 

RAS-RELATED PROTEIN RAB7 (POSSIBLE APOSPORY-ASSOCIATED 
PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetum ciliare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300366 

LIB3180-053-P2-M1-B11 

BLASTX 

g2827080 

157 

8.0e-ll 

63 

62 

(AF020271) malate dehydrogenase precursor [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300367 

LIB3180-053-P2-M1-C5 

BLASTX 

g3511285 



42286 



bJjAoi score 




E value 


7.0e-19 • 


Match length 


62 


% identity 


68 


NCBI Description 


(AF081534) cellulose ; 




tremula] 


Seq. No. 


300368 


Seq. ID 


LIB3180-053-P2-M1-C7 


Method 


BLAST N 






BLAST score 


45 


E value 


2.0e-16 


Match length 


73 


% identity 


90 


NCBI Description 


Sh2=shrunken-2 locus 


Seq. No. 


300369 


Seq. ID 


LIB3180-053-P2-M1-D5 


Method 


BLASTN 


HPDT (IT 




BLAST score 


119 


E value 


1.0e-60 


Match length 


159 


% identity 


94 


NCBI Description 


Zea mays high sulfur : 


Seq. No. 


300370 


Seq. ID 


LIB3180-053-P2-M1-D7 


Method 


BLASTX 


NCBI GI 


g730125 


BLAST score 


426 


E value 


1.0e-46 


Match length 


122 


% identity 


75 


NCBI Description 


NADPH-CYTOCHROME P450 



[maize, mRNA Partial, 1867 nt] 



complete cds 



Madagascar 



NADPH — ferrihemoprotein reductase (EC 1.6.2.4) 
periwinkle >gi_18139_emb_CAA4 944 6_ (X697 91) 
NADPH — ferrihemoprotein reductase [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300371 

LIB3180-054-P2-M1-A3 

BLASTX 

g464707 

263 

4.0e-23 

66 

76 

4 OS RIBOSOMAL PROTEIN S18 >gi_48 
protein S18.A - Arabidopsis thai 
>gi_405613_emb_CAA80684_ (Z23165 
[Arabidopsis thaliana] >gi_ 43434 
S18 ribosomal protein [Arabidops 
>gi_4 34345_emb_CAA82274_ (Z28702 
[Arabidopsis thaliana] >gi_434 90 
S18 ribosomal protein [Arabidops 
>gi_2505871_emb_CAA72909_ (Y1222 



0908 j?ir S374 96 ribosomal 

iana 

) ribosomal protein S18A 
3_emb_CAA82273_ (Z28701) 
is thaliana] 
) S18 ribosomal protein 
6_emb_CAA82275_ (Z28 962) 
is thaliana] 

7) ribosomal protein S18A 



42287 



[Arabidopsis thaliana]. >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA- gb_Z28701, DNA gb__Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300372 

LIB3180-054-P2-M1 

BLASTX 

g2370312 

457 

1.0e-45 

102 

79 

(AJ000995) 
(AF069507) 



■F2 



DnaJ-like protein [Medicago sativa] >gi_3202020 
DnaJ-like protein MsJl [Medicago sativa] 



Seq. No. 


300373 




Seq. ID 


LIB3180-054-P2-M1-F3 




Method 


BLASTX 




NCBI GI 


g4008159 




BLAST score 


156 




E value 


8.0e-ll 




Match length 


57 




% identity 


61 




NCBI Description 


(AB015601) DnaJ hpmolog 


[Salix 


Seq. No. 


300374 




Seq. ID 


LIB3180-054-P2-M1-G1 




Method 


BLASTX 




NCBI GI 


g2735841 




BLAST score 


241 




E value 


2.0e-20 




Match length 


116 




% identity 


42 




NCBI Description 


(AF010283) No definition 


line : 


Seq. No. 


300375 




Seq. ID 


LIB3180-055-P2-M1-A10 




Method 


BLASTX 




NCBI GI 


gll43864 




BLAST score 


320 




E value 


7.0e-30 




Match length 


98 




% identity 


63 




NCBI Description 


(U28047) beta glucosidase [Ory: 


Seq. No. 


300376 




Seq. ID 


LIB3180-055-P2-M1-B6 




Method 


BLASTN 




NCBI GI 


g949979 




BLAST score 


128 




E value 


5.0e-66 




Match length 


184 




% identity 


92 




NCBI Description 


Z.mays Glossy2 locus DNA 





42288 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI . Description 



300377 

LIB3180-055-P2-M1-D10 

BLASTX 

gl076746 

518 

7.0e-53 

101 

97 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300378 

LIB3180-055-P2-M1-F4 

BLASTX 

gl26896 

271 

5.0e-24 

108 

55 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_- (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 


300379 


Seq. ID 


LIB3180-057-P2-M1-E9 


Method 


BLASTN 


NCBI GI 


g22336 


BLAST score 


59 


E value 


5.0e-25 


Match length 


63 


% identity 


98 


NCBI Description 


Maize mRNA for an 18kDa heat shock protein 


Seq. No. 


300380 


Seq. ID 


LIB3180-058-P2-M1-F11 


Method 


BLASTX 


NCBI GI 


g4587584 


BLAST score 


153 


E value 


1.0e-10 


Match length 


50 


% identity 


62 


NCBI Description 


(AC007232) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300381 


Seq. ID 


LIB3180-058-P2-M1-F12 


Method 


BLASTX 


NCBI GI 


g3560533 


BLAST score 


202 


E value 


2.0e-16 


Match length 


51 


% identity 


76 


NCBI Description 


(AF042333) 24-methylene lophenol C24 (l)methyltransf erase 




[Oryza sativa] 



42289 



Seq. No. ' J 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300382 

LIB3180-058-P2-M1-H1 

BLASTX 

g520582 

164 

2.0e-ll 

52 

62 

(D37796) Ids3 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300383 

LIB3180-059-P2-M1-A10 

BLAST N 

gll84775 

78 

5.0e-36 

138 

89 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC4 
(gpc4) mRNA, complete cds 

300384 

LIB3180-059-P2-M1-A11 

BLASTX 

g4454480 

153 

1.0e-10 

37 

76 

(AC006234) putative < 1-4 ) -beta-mannan endohydrolase 
[Arabidopsis thaliana] 



Seq. No. 


300385 


Seq. ID 


LIB3180-059-P2-M1-B3 


Method 


BLASTX 


- NCBI GI 


g2668744 


BLAST score 


243 


E value 


7.0e-21 


Match length 


54 


% identity 


83 


NCBI Description 


(AF034946) ubiquitin conjugating enzyme [Zea 


Seq. No. 


300386 


Seq. ID 


LIB3180-059-P2-M1-E1 


Method 


BLASTX 


NCBI GI 


g4415996 


BLAST score 


212 


E value 


3.0e-17 


Match length 


61 


% identity 


66 


NCBI Description 


(AF059290) beta-tubulin 4 [Eleusine indica] 


Seq. No. 


300387 


Seq. ID 


LIB3180-059-P2-M1-E2 


Method 


BLASTN 


NCBI GI 


gl037129 



42290 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length • 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

2.0e-14 

84 

90 

( gamma -zeinA) =opaque2 modifier (5 1 region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



300388 

LIB3180-059-P2-M1-F10 

BLASTN 

g2642323 

91 

1.0e-43 

131 

91 

Zea mays profilin (PR04) 



[Zea inays=maize, 



mRNA, complete cds 



300389 

LIB3180-059-P2-M1-H2 

BLASTX 

g2244971 

229 

6.0e-19 

52 
77 

(Z97340) hypothetical protein 



[Arabidopsis thaliana] 



300390 

LIB3180-060-P2-M1-A1 

BLASTX 

g559713 

237 

4.0e-20 

86 

55 

(D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 



300391 

LIB3180-060-P2-M1-A4 

BLASTN 

gl68584 

79 

4.0e-37 

95 

96 

Corn pyruvate, orthophosphate di kinase gene, 



exons 2-19 



300392 

LIB3180-060-P2-M1-B9 

BLASTN 

g22138 

60 

2.0e-25 

131 

87 

Z.mays gene for acetohydroxyacid synthase 



(AHAS108) 



42291 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



300393 

LIB3180-060-P2-M1-H6 

BLASTN 

g536891 

36 

5.0e-ll 

60 

90 

Wheat mRNA for protein H2A, 



complete cds, clone wcH2A-4 



Seq. No. 


300394 


Seq. ID 


LIB3180-061-P2-M1-A1 


Method 


BLASTX 


NCBI GI 


g3393067 


BLAST score 


314 


E value 


5.0e-29 


Match length 


87 


% identity 


72 


NCBI Description 


(AJ001117) sucrose synthase type I [Triticum sp.] 


Seq. No. 


300395 


Seq. ID 


LIB3180-061-P2-M1-A10 


Method 


BLASTX 


NCBI GI 


a2829871 


BLAST score 


227 


E value 


8.0e-19 


Match length 


112 


% identity 


43 . 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


300396 


Seq. ID 


LIB3180-061-P2-M1-A9 


Method 


BLASTX 


NCBT GT 


a2194142 


BLAST score 


331 


E value 


6.0e-31 / 


Match length 


131 


% identity 


47 


NCBI Description 


(AC002062) ESTs gb_N38288, gb_T43486, gb_AA395242 come from 




this gene. [Arabidopsis thaliana] 


Seq. No. 


300397 


Seq. ID 


LIB3180-061-P2-M1-B11 


Method 


BLASTN 


NCBI GI 


g260041 


BLAST score 


40 


E value 


2.0e-13 


Match length 


67 


% identity 


90 


NCBI Description 


Sh2=shrunken-2 locus [maize, mRNA Partial, 1867 nt] 


Seq. No. 


300398 


Seq. ID 


LIB3180-061-P2-M1-B2 


Method 


BLASTX 


NCBI GI 


gl370603 


BLAST score 


294 



42292 



E va^lfue, . 
Match'" length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-27 

92 

66 

(X98245) annexin p35 [Zea mays] 
300399 

LIB3180-061-P2-M1-C3 

BLASTX 

gll9355 

289 

5.0e-26 

57 

100 

ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 



Seq. No. 


300400 




Seq. ID 


LIB3180-061-P2-M1- 


■D3 


Method 


BLASTN 




NCBI GI 


gl68673 




BLAST score 


61 




E value 


1.0e-25 




Match length 


73 




% identity 


96 




NCBI Description 


Maize 19 JcDa zein 


mRNA, clone CZ19B1, 


Seq. No. 


300401 




Seq. ID 


LIB3180-061-P2-M1- 


-Ell 


Method 


BLASTX 




NCBI GI 


g231654 




BLAST score 


310 




E value 


2.0e-28 




Match length 


79 




% identity 


81 




NCBI Description 


BRITTLE-1 PROTEIN 


PRECURSOR >gi_82676 




protein precursor 


- maize >gi_168426 




protein [Zea mays] 





complete cds 



(M79333) brittle-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300402 

LIB3180-061-P2-M1-F1 

BLASTN 

g22516 

100 

5.0e-49 

176 

89 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
300403 

LIB3180-061-P2-M1-F3 

BLASTN 

g248336 

72 

2.0e-32 



42293 



Match length 

% identity 

NCBI Description 



124 
31 

polyubiquitin [maize, Genomic, 3841 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300404 

LIB3180-061-P2-M1-G1 

BLASTX 

gl31773 

448 

1.0e-44 

122 

76 

4 OS RIBOSOMAL PROTEIN SI 4 (CLONE MCH2) 

>gi_82724j?ir B30097 ribosomal protein S14 (clone MCH2) 

maize 



Seq. No. 


300405 


Seq. ID 


LIB3180-061-P2-M1-H2 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


365 


E value 


4.0e-35 


Match length 


86 * 


% identity 


87 


IN LJ -L L/CD vi. -L VJ l_ _l_ Ull 




Seq. No. 


300406 


Seq. ID. 


LIB3180-061-P2-M1-H7 


Method 


BLASTX 


NCBI GI 


g421855 


BLAST score 


264 


E value 


4.0e-23 


Match length 


78 


% identity 


59 


NCBI Description 


alanine — tRNA ligase (EC 




(fragment) 


Seq. No. 


300407 


Seq. ID 


LIB3180-062-P2-M1-A2 


Method 


BLASTX 


NCBI GI 


gl658313 


BLAST score 


172 


E value 


3.0e-25 


Match length 


79 


% identity 


44 


NCBI Description 


(Y08987) osr40g2 [Oryza i 


Seq. No. 


300408 


Seq. ID 


LIB3180-062-P2-M1-C8 


Method 


BLASTX 


NCBI GI 


g2688830 


BLAST score 


177 


E value 


3.0e-13 


Match length 


45 


% identity 


80 



NCBI Description (AF000952) putative sugar transporter [Prunus armeniaca] 



42294 



Seq. No. 


300409. 


Seq. ID 


LIB3180-062-P2-M1-D9- 


Method 


BLASTX 


NCBI GI 


g4210330 


DLlAJ J. O w i- w 


261 


E value 


7.0e-23 


Match length 


93 


% identity 


56 


NCBI Description 


(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 




[Arabidopsis thaliana] 


Seq. No. 


300410 


Seq. ID 


LIB3180-062-P2-M1-E1 


Method 


BLASTN 




\^ •J \J ^ t ± A. J 


BLAST score 


246 


E value 


1.0e-136 


Match length 


298 


% identity 


96 


NCBI Description 


Zea mays starch synthase DULL1 (dulll) mRNA, complete 


Seq. No. 


300411 


Seq. ID 


LIB3180-062-P2-M1-G4 


Method 


BLASTX 


MPDT (IT 




BLAST score 


386 


E value 


2.0e-37 


Match length 


87 


% identity 


86 


NCBI Description 


(AF055898) alanine aminotransferase [Zea mays] 


Seq. No. 


300412 


Seq. ID 


LIB3181-001-P1-M1-B1 


Method 


BLASTN 






BLAST score 


63 


E value 


5.0e-27 


Match length 


151 


% identity 


85 


NCBI Description 


Z.mays zein mRNA, complete cds 


Seq. No. 


300413 


Seq. ID 


LIB3181-001-P1-M1-B11 


Method 


BLASTX 


MpRT (IT 




BLAST score 


168 


E value 


3.0e-12 


Match length 


54 


% identity 


59 


NCBI Description 


(AL021633) predicted protein [Arabidopsis thaliana] 


Seq. No. 


300414 


Seq. ID 


LIB3181-001-P1-M1-C7 


Method 


BLASTN 


NCBI GI 


g413792 


BLAST score 


47 


E value 


2.0e-17 



42295 



Match length 

identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
83 

Cloning vector lambda EMBL3 SP6/T7, left arm 
300415 

LIB3181-001-P1-M1-C9 

BLASTN 

gl68694 

120 

4.0e-61 . 

128 

98 

Maize gamma zein mRNA, partial cds 
300416 

LIB3181-001-P1-M1-D3 

BLASTX 

g567893 

224 

2.0e-18- 

75 

56 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

300417 

LIB3181-001-P1-M1-G8 

BLASTX 

gl41605 

228 

5.0e-19 

73 

68 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) . 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

300418 

LIB3181-002-P1-M1-B10 

BLASTX 

g3298548 

386 

2.0e-37 

109 

72 

(AC004681) 
thaliana] 



putative spliceosomal protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300419 

LIB3181-002-P1-M1-B5 

BLASTN 

gl68484 

77 

1.0e-35 

157 

87 

Maize endosperm glutelin-2 gene, 



complete cds 



42296 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



300420 

LIB3181-002-P1-M1-C1 

BLASTN 

g22524 

110 

4.0e-55 

194 

90 

Zea mays mRNA encoding a zein (clone ZG31A) 
300421 

LIB3181-002-P1-M1-C2 

BLASTX 

gl68699 

214 

2.0e-17 

67 

69 

(M60836) zein [Zea mays] 
300422 

LIB3181-002-P1-M1-D3 

BLASTX 

gll74526 

352 

2.0e-33 

98 

67 

LYSYL-TRNA SYNTHETASE (LYSINE — TRNA LIGASE) (LYSRS) 

>gi_1074993_pir D64110 lysine—tRNA ligase (EC 6.1. 

Haemophilus influenzae (strain Rd KW20) >gi_1574141 
(U32800) lysyl-tRNA synthetase (lysU) [Haemophilus 
influenzae Rd] 

300423 

LIB3181-002-P1-M1-E5 

BLASTX 

g4204294 

314 

5.0e-29 

90 

76 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 

300424 

LIB3181-002-P1-M1-F5 

BLASTN 

gl68696 

83 

7.0e-39 

103 

95 

Z.mays zein mRNA, 3 1 end 



1.6) - 



Seq. No. 



300425 



42297 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3181-003-P1-M1-A12 

BLASTX 

g4504165 

220 

1.0e-21 

79 

62 

gelsolin (amyloidosis, Finnish type) 

>gi_121116_sp_P06396_GELS_HUMAN GELSOLIN PRECURSOR, PLASMA 
{ ACT I N- DE POL YMERI ZING FACTOR) (ADF) (BREVIN) (AGEL) 
>gi 71649 pir FAHUP gelsolin precursor , plasma - human 
>gi_736249_emb_CAA28000_ (X04412) plasma gelsolin [Homo 
sapiens] >gi_225304_prf 1211330A gelsolin [Homo sapiens] 

300426 

LIB3181-003-P1-M1-B1 

BLASTN - 

g22514 

141 

2.0e-73 

365 

85 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300427 

LIB3181-003-P1-M1-B11 

BLASTN 

g4038570 

174 

4.0e-93 
291 

89 . 

Human DNA sequence from clone 51J12 on chromosome 6q26-27. 
Contains the 3 1 part of the alternatively spliced gene for 
the human orthologs of mouse QKI-7 and QKI-7B (KH Domain 
RNA Binding proteins) and zebrafish ZKQ-1 (Qu 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300428 

LIB3181-003-P1-M1-B6 

BLASTN 

gl684789 

62 

3.0e-26 

294 

81 

Human epithelial membrane protein (CL-20) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300429 

LIB3181-003-P1-M1-B7 

BLASTX 

g3335226 

403 

3.0e-39 

119 

65 

(AF077374) small proline-rich protein [Homo sapiens] 



42298 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300430 

LIB3181-003-P1-M1-B8 

BLASTX 

g3293537 

142 

7.0e-09 

79 

38 

(AF071059) zinc finger RNA binding protein [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300431 

LIB3181-003-P1-M1-C12 

BLASTX 

g4504165 

421 

1.0e-41 

103 

84 

gelsolin (amyloidosis, Finnish type) 

>gi_121116_sp_P06396_GELS_HUMAN GELSOLIN PRECURSOR, PLASMA 
(ACTIN-DEPOLYMERIZING FACTOR) (ADF) (BREVIN) (AGEL) 

>gi_7164 9_pir FAHUP gelsolin precursor, plasma - human 

>gi_73624 9_emb_CAA28000_ (X04412) plasma gelsolin [Homo 
sapiens] >gi_225304_prf 1211330A gelsolin [Homo sapiens] 



Seq. No. 


300432 




Seq. ID 


LIB3181- 


-003-P1-M1-C5 


Method 


BLASTX 




NCBI GI 


g346219 




BLAST score 


257 




E value 


1.0e-22 




Match length 


74 




% identity 


70 




NCBI Description 


keratin 


K4a - human ( 


Seq. No. 


300433' 




Seq. ID 


LIB3181- 


-003-P1-M1-D10 


Method 


BLASTN 




NCBI GI 


gl80222 




BLAST score 


35 




E value 


4.0e-10 




Match length . 


125 




% identity 


82 




NCBI Description 


Human carcinoembryonii 


Seq. No. 


300434 




Seq. ID 


LIB3181- 


-003-P1-M1-D4 


Method 


BLASTX 




NCBI GI 


g224507 




BLAST score 


270 




E value 


9.0e-24 




Match length 


97 




% identity 


61 




NCBI Description 


zein Al 


[Zea mays] 


Seq. No. 


300435 





(CEA) , complete cds 



42299 



Seq. ID . 


LIB3181-003-P1-M1-E10 


Method 


BLASTX 


NCBI GI 


g2224565 


BLAST score 


712 


E value 


2.0e-75 


Match length 


138 


% identity 


96 


NCBI Description 


(AB002310) KIAA0312 [Homo sapiens] 


Seq. No. 


300436 


Seq. ID 


LIB3181-003-P1-M1-E2 


Method 


BLASTN 


NCBI GI 


g22288 


BLAST score 


107 


E value 


4.0e-53 


Match length 


131 


% identity 


95 


NCBI Description 


Maize mRNA fragment for endosperm < 


Seq. No. 


300437 


Seq. ID 


LIB3181-003-P1-M1-F10 


Method 


BLASTX 


NCBI GI 


g2118384 


BLAST score 


170 


E value 


5.0e-13 


Match length 


109 


% identity 


50 . 


NCBI Description 


squamous cell carcinoma antigen 2 


Seq. No. 


300438 


Seq. ID 


LIB3181-003-P1-M1-F4 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score' 


293 


E value 


1.0e-26 


Match length 


67 


% identity 


88 


NCBI Description 


(X59526) zein protein [Acetabular^ 


Seq. No. 


300439 


Seq. ID 


LIB3181-003-P1-M1-F7 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


238 


E value 


5.0e-20 


Match length 


89 


% identity 


56 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


300440 


Seq. ID 


L1B3181-003-P1-M1-G10 


Method 


BLASTX 


NCBI GI 


g2137308 


BLAST score 


186 


E value 


3.0e-14 


Match length 


65 


% identity 


63 



42300 



NCBI Description 



G protein beta subuit like - mouse >gi_475012_dbj_BAA06185_ 
(D29802) G protein beta subuit like [Mus ntusculus] 



Seq. No. 


300441 


Seq. ID 


LIB3181-003-P1-M1-G8 


Method 


BLASTN 


NCBI GI 


g3777595 


BLAST score 


71 


E value 


1.0e-31 


Match length 


119 


% identity 


90 


NCBI Description 


Homo sapiens TACC2 protein (TACC2) mRNA, partial 


Seq. No. 


300442 


Seq. ID 


LIB3181-003-P1-M1-H1 


Method 


BLASTX 


NCBI GI 


g3763845 


BLAST score 


220 


E value 


1.0e-19 


Match length 


84 


% identity 


61 


NCBI Description 


- (AB018375) early nodulin [Oryza sativa] 




>gi_3763847_dbj_BAA33814_ (AB018376) early nodul 




sativa] 


Seq. No. 


300443 


Seq. ID 


LIB3181-003-P1-M1-H10 


Method 


BLASTN 


NCBI GI 


g3551833 


BLAST score 


45 


E value 


3.0e-16 


Match length 


127 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

Homo sapiens clone 24 diacylglycerol kinase alpha (DAGK1) 
mRNA, complete cds 

300444 : . . 

LIB3181-004-P1-M1-B12 

BLASTN 

g531832 

37 

2.0e-ll 

137 

82 

Cloning vector pSport2, complete sequence 
300445 

LIB3181-004-P1-M1-B3 

BLASTX 

g2244732 

225 

9.0e-19 

55 

69 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 



Seq. No. 



300446 



42301 



Seq. ID 


LIB3181-004-P1-M1-C1 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


365 


E value 


6.0e-35 


Match length 


127 


% identity 


61 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 

•* 


Seq. No. 


300447 


Seq. ID 


LIB318 1-004 -P1-M1-D1 


Method 


BLASTN 


NCBI GI 


gl68663 


BLAST score 


56 


E value 


6.0e-23 


Match length 


68 


% identity 


96 


NCBI Description 


Maize sulfur-rich zein protein of Mr 15,000, complete 


Seq. No. 


300448 


Seq. ID 


LIB3181-004-P1-M1-D10 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


168 


E value 


5.0e-12 


Match length 


60 


% identity 


62 


NCBI Description 


19K zein precursor (clone ZG31A) - maize (fragment) 



>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 





Seq. No. 


300449 




Seq. ID 


LIB3181-004-P1-M1-G3 




Method 


BLASTN 


o 


NCBI GI 


g22524 




BLAST score 


161 




E value 


2.0e-85 




Match length 


320 




% identity . 


89 




NCBI Description 


Zea mays mRNA encoding a zein 




Seq. No. 


300450 




Seq. ID 


LIB3181-006-P1-K2-E10 




Method 


BLASTN 




NCBI GI 


gl68681 




BLAST score 


119 




E value 


3.0e-60 




Match length 


235 




% identity 


89 




NCBI Description 


Maize 19 kDa zein mRNA, clone 



>gi 270686 gb 103333 Sequence 8 



L9D1, complete cds. 
from Patent US 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300451 

LIB3181-006-P1-K2-E4 

BLASTX 

g3482913 

249 

1.0e-21 



42302 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
57 

(AC003970) Similar to MtN21, gi_2598575, Megicago 
truncatula nodulation induced gene [Arabidopsis thaliana] 

300452 

LIB3181-006-P1-K2-F5 

BLASTX 

gl41609 

182 

5.0e-14 

56 

71 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448_emb_CAA41543_ (X58700) 19 kDa 
zein [Zea mays] 

300453 

LIB3181-007-P1-K2-D6 

BLASTX 

g!68691 

280 

6.0e-25 

80 

70 

(M29628) zein [Zea mays] 



Seq. No. 


300454 


Seq. ID 


LIB3181-007-P1-K2-F10 


Method 


BLASTX 


NCBI GI 


gl00940 


BLAST score 


304 


E value 


1.0e-27 


Match length 


125 


% identity 


54 


NCBI Description 


zein zAl - maize 


Seq. No. 


300455 


Seq. ID 


LIB3181-007-P1-K2-H3 


Method 


BLASTX 


NCBI GI 


gl709990 


BLAST score 


155 


E value 


1.0e-10 


Match length 


45 


% identity 


64 


NCBI Description 


60S RIBOSOMAL PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300456 

LIB3181-007-P1-M1-C4 
BLASTX 

g2832247 . . 

186 

6.0e-14 

111 

43 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 



42303 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300457 

LIB3181-007-P1-M1-E2 £v 

BLASTX 

g2506328 . 

314 - 

6.0e-29 

97 

64 

CYTOCHROME C >gi_1235929 (L77113) cytochrome c [Helianthus 
annuus] 



Seq. No. 


300458 


Seq. ID 


LIB3181-007-P1-M1-E5 


Method 


BLASTN 


NCBI GI 


gl68673 


BLAST score 


41 


E value 


9.0e-14 


Match length 


41 


% identity 


100 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19B1, 


Seq. No. 


300459 


Seq. ID 


LIB3181-007-P1-M1-G5 


Method 


BLASTN 


NCBI GI 


g!68673 


BLAST score 


78 


E value 


7.0e-36 


Match length 


187 


% identity 


84 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19B1, 


Seq. No. 


300460 


Seq. ID 


LIB3181-008-P1-K2-B12 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


226 


E value 


1.0e-18 


Match length 


60 


% identity 


83 : 'f- 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


"300461 


Seq. ID 


LIB3181-008-P1-K2-C10 


Method 


BLASTX 


NCBI GI 


g3924594 


BLAST score 


289 


E value 


7.0e-26 


Match length 


80 


% identity 


65 


NCBI Description 


(AF069442) putative ribonucleoprotein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



thaliana] >gi_4262139_gb_AAD14439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 

300462 

LIB3181-008-P1-K2-C6 

BLASTN 

g22544 



42304 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



87 

3.0e-41 

200 

87 

Maize mRNA (clone A30) for zein (a plant storage protein) 
300463 

LIB3181-008-P1-M1-B12 
BLASTX 

gl68699 ' - 

258 

2.0e-22 

106 

58 

(M60836) zein [Zea mays] 
300464 

LIB3181-008-P1-M1-D6 

BLASTX 

gl710530 

162 

1.0e-ll 

43 

74 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X919.59) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

300465 

LIB3181-009-P1-K2-A10 

BLASTX 

gl68701 

169 

1.0e-23 

127 

59 

(M60837) zein [Zea mays] 
300466 

LIB3181-009-P1-K2-A12 

BLASTX 

g2131417 ' 

165 

2.0e-ll 

129 

29 

hypothetical protein YDR291w - yeast (Sacc&aromyces 
cerevisiae) >gi_1230655 (U51031) Ydr291wp [Saccharomyces 
cerevisiae] 

300467 

LIB3181-009-P1-K2-C3 

BLASTX 

g2529340 

510 

8.0e-52 



42305 



Match length 

% identity 

NCBI Description 



129 
81 

(L81162) homologue; putative [Zea mays] 



Seq. No. 


300468 




Seq. ID 


LIB3181-009-P1-K2-F6 




Method 


BLASTN 




NCBI GI 


gl617473 




BLAST score 


118 




E value 


1.0e-59 




Match" length 


202 




% identity 


99 




NCBI Description 


Z.mays mRNA for Rbl protein 




Seq. No. 


300469 




Seq. ID 


LIB3181-009-P1-K2-H8 




Method 


BLASTX 




NCBI GI 


g72307 




BLAST score 


371 




E value 


1.0e-35 




Match length 


127 ' 




% identity 


65 




NCBI Description 


22K zein precursor (clone pZ22. 


3) - maize >gi_168 686 




(J01246) 26.99 kd zein protein 


[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300470 

LIB3181-010-P1-K2-D5 

BLASTN 

gl68673 

161 

2.0e-85 

240 

95 

Maize 19 kDa zein mRNA, clone CZ19B1, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300471 

LIB3181-010-P1-K2-H6 

BLASTX 

g2791516 

208 

4.0e-17 

58 

66 

(AL02124 6) hypothetical protein Rv2476c [Mycobacterium 
tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300472 

LIB3181-010-P1-M1-F3 

BLASTN 

gl68673 

39 

1.0e-12 

83 

87 

Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 



Seq. No. 



300473 



42306 



Seq. ID 


LIB3181-011-P1-K2-A10 


Method ' 


BLASTN 


NCBI GI 


gl68579 


BLAST score 


41 


E value 


6.0e-14 


Match length 


112 


% identity 


86 ' . 


NCBI Description 


Maize pyruvate, orthophosphate dikinase mRNA, complete cds 


Seq. No. 


300474 


Seq. ID 


LIB3181-011-P1-K2-A4 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


482 


E value 


1.0e-48 


Match length 


111 


% identity 


88 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 




>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 




maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 


Seq. No. 


300475 


Seq. ID 


LIB3181-011-P1-K2-A5 


Method 


BLASTX 


NCBI GI 


al698548 


BLAST score 


260 


E value 


2.0e-22 


Match length 


104 


% identity 


58 


NCBI Description 


(U58 971) calmodulin-binding protein [Nicotiana tabacum] 


Seq. No. 


300476 


Seq. ID 


LIB3181-011-P1-K2-B3 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


141 


E value 


2.0e-73 


Match length 


293 


% identity 


12 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 


Seq. No. 


300477 


Seq. ID 


LIB3181-011-P1-K2-F11 


Method * 


BLASTX 


NCBI GI 


gll5786 


BLAST score 


169 


E value 


2.0e-12 


Match length 


61 


% identity 


61 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB) (LHCP) >gi 82680_pir A29119 chlorophyll a/b-binding 




protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 




mays] 


Seq. No. 


300478 


Seq. ID 


LIB3181-011-P1-K2-G6 


Method 


BLASTX 



42307 



NCBI- -GI 


g3953466 


BLAST score 


186 


E value 


7.0e-22 


Match length 


89 


% identity 


54 


NCBI Description 


(AC002328) F20N2.11 [1 


Seq. No. 


300479 


Seq. ID 


LIB3181-011-P1-M1-B2 


Method 


BLASTX 


NCBI * GI 


g224508 


BLAST score 


172 


E value 


2.0e-12 


Match length 


50 


% identity 


68 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


300480" 


Seq. ID 


LIB3181-013-P1-K2-A10 


Method 


BLASTN 


NCBI GI 


g3449334 


BLAST score 


186 


E -value 


1.0e-100 


Match length * 


316 


% identity 


96 


NCBI Description 


Arabidopsis thaliana < 




MYH9/ complete sequent 


Seq. No. 


300481 


Seq. ID 


LIB3181-013-P1-K2-A7 


Method 


BLASTN 


NCBI GI 


g4490717 


BLAST score 


76 


E value 


6.0e-35 


Match length 


96 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 1 




project) 


Seq. No. 


300482 


Seq. ID 


LIB3181-013-P1-K2-A9 


Method 


BLASTX 


NCBI GI 


gll70040 


BLAST score 


426 


E value 


3.0e-42 


Match length 


96 


% identity 


89 


NCBI Description 


GLUTATHIONE REDUCTASE 



Lomic DNA, chromosome 5, 
[Arabidopsis thaliana] 



PI clone: 



(ESSA 



CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_451198_dbj_BAA03137_ (D14049) glutathione reductase 
precursor [Arabidopsis thaliana] >gi_1944448_dbj_BAA19653_ 
(D89620) glutathione reductase precursor [Arabidopsis 

thaliana] >gi_740576_prf 2005376A glutathione reductase 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



300483 

LIB3181-013-P1-K2-C12 
BLASTX 



42308 



NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915847 
455 

2.0e-45 

105 

88 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 

300484 

LIB3181-013-P1-K2-D12 

BLASTX 

gl769905 

259 

1.0e-22 

106 

54 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

300485 

LIB3181-013-P1-K2-D3 

BLASTX 

g4049341 

439 : 

2.0e-43 

126 

69 

(AL034567) putative protein [Arabidopsis thaliana] 
300486 

LIB3181-013-P1-K2-G8 

BLASTX 

g2829792 

261 

5.0e-23 

86 

57 

SOLUBLE GLYCOGEN (STARCH) SYNTHASE PRECURSOR (SS I) 
>gi_1781353_emb_CAA71442_ (Y10416) soluble starch 
(bacterial glycogen) synthase [Solanum tuberosum] 

300487 

LIB3181-013-P1-K2-H12 

BLASTX 

g3377797 1 

352 

1.0e-33 

85 

82 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A, thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 
Seq. ID 



300488 

LIB3181-013-P1-K2-H8 



42309 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
. Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g2829899 

220 

3.0e-18 

70 

57 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

300489 

LIB3181-014-P1-K2-A10 

BLASTX 

gl68586 

382 

4.0e-37 

98 

74 

(M58656) pyruvate, orthophosphate dikinase [Zea mays] 
300490 

LIB3181-014-P1-K2-A4 

BLASTX 

g2130065 

149 

9.0e-10 

64 

56 

alpha-globulin precursor - rice >gi_1783206_dbj_BAA09308_ 
(D50643) 26 kDa globulin [Oryza sativa] 

300491 

LIB3181-014-P1-K2-E10 

BLASTN 

g22326 

78 

6.0e-36 

142 

89 

Z.mays gene for Hageman factor inhibitor 
300492 

LIB3181-014-P1-K2-E11 

BLASTN 

g532622 

77 

3.0e-35 

185 

85 

Zea mays lipase (LIP) mRNA, complete cds 
300493 

LIB3181-014-P1-K2-E4 

BLASTX 

g2832243 

260 

7.0e-23 



42310 



Match length 


93 


% identity 


59 


NCBI Description 


(AF031569) 22-kDa alph, 


Seq. No, 


300494 


Seq. ID 


LIB3181-014-P1-K2-F6 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


223 


E value 


3.0e-18 


Match length 


113 


% identity 


50 


NCBI Description 


(X59526) zein protein 


Seq. No. 


300495 


Seq. ID 


LIB3181-014-P1-K2-G7 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


333 


E value 


4.0e-31 


Match length 


123 


% identity 


59 ' 


NCBI Description; 


ZEIN-ALPHA PRECURSOR ( 



4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

300496 

LIB3181-014-P1-K2-H9 

BLASTN 

g531828 

39 

2.0e-12 

131 

82 

Cloning vector pSportl, complete cds 
300497 

LIB3181-014-P1-M1-C9 

BLASTX 

g531829 

140 

5.0e-09 

71 

45 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

300498 

LIB3181-014-P1-M1-H1 

BLASTX 

gl41617 

318 

2.0e-29 

115 

58 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 
>gi_100941_pir S12140 zein Zcl - maize 



42311 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI^ Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi_100945j?ir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

300499 

LIB3182-001-P1-M1-E5 

BLASTX 

g82659 

141 

8.0e-09 

57 

53 

19K zein precursor (clone Z4) - maize 
>gi_4388702_emb__CAA24719__ (V01472) zein [Zea mays] 

300500 

LIB3182-001-P1-M1-F12 

BLASTX 

gl41606 

300 

2.0e-27 

90 

68 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi_72309_pir ZIZMD1 19K zein precursor (clone cZ19Dl) - 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 

300501 

LIB3182-001-P1-M1-H5 

BLASTX 

gl707924 

537 

4.0e-55 

110 

93 

GLUCOSE-1-PHOSPHATE ADEN YLYL TRANSFERASE LARGE SUBUNIT 1 
PRECURSOR .(ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) (ALPHA-D-GLUCOSE-1- PHOSPHATE 
ADENYL TRANSFERASE) (SHRUNKEN- 2) >gi_1947182 (M81603) 

shrunken-2 [Zea mays] >gi_444329jprf 1906378A ADP glucose 

pyrophosphorylase [Zea mays] 

300502 

LIB3182-002-P1-M1-C11 

BLASTX 

g511870 

206 

2.0e-16 

36 

100 

(M23537) zein protein [Zea mays] 
300503 

LIB3182-002-P1-M1-C4 

BLASTX 

gl41606 

319 



42312 



E value 
Match length 
% identity 
NCBI Description 



1.0e-29 

107 

63 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi_72309_pir ZIZMD1 19K zein precursor (clone CZ19D1) - 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 



Seq. No. 


300504 


Seq. ID 


LIB3182-002-P1-M1-D11 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


144 


E value 


1.0e-18 


Match length 


96 


% identity 


56 


NCBI Description 


(D89802) elongation factor IB < 


Seq. No. 


300505 


Seq. ID 


LIB3182-002-P1-M1-D3 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


59 


E value 


1.0e-24 


Match length 


203 


% identity 


82 


NCBI Description 


Maize 19 kDa zein mRNA, clone < 




>gi_270686_gb_I03333_ Sequence 


Seq. No. 


300506 


Seq. ID 


LIB3182-002-P1-M1-E10 


Method 


BLASTX 


NCBI GI 


gll84774 


BLAST score 


442 


E value 


4.0e-44 


Match length 


84 


% identity 


100 


NCBI Description 


(U45856) cytosolic glyceroldeh 




GAPC3 [Zea mays] 


Seq. No. 


300507 


Seq. ID 


LIB3182-002-P1-M1-G3 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


144 


E value 


3.0e-09 


Match length 


66 


% identity 


58 



[Oryza sativa] 



complete cds- 
Patent US 



NCBI Description 



ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1J 

>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) ■ 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300508 

LIB3182-004-P2-M1-A9 

BLASTX 

gl41607 

257 

3.0e-22 



42313 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
77 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19.1) 

>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] >gi_168672 
(J01244) zein 19 kd protein (partial) [Zea- mays] 

300509 

LIB3182-004-P2-M1-B4 

BLASTX _ 

g224508 

348 

8.0e-33 

129 

60 

zein A20 [Zea mays] 
300510 

LIB3182-004-P2-M1-E1 

BLASTX 

g2832243 

218 

1.0e-17 

127 

46 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
300511 

LIB3182-004-P2-M1-E8 

BLASTX 

gl21631 

242 

2.0e-20 

74 

64 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 

300512 

LIB3182-004-P2-M1-F10 

BLASTX 

g224509 

386 

3.0e-37 

138 

64 

zein E19 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300513 

LIB3182-005-P2-M1-B8 

BLASTX 

g419803 

323 

4.0e-30 

94 

69 



42314 



NCBI Description zein protein - maize >gi 168705 (M72708) zein protein [Zea 





mays] 


- 


Seq. No. 


300514 




Seq. ID 


LIB3182-005-P2-M1- 


C3 




BLASTN 




NCBI GI 


g!68673 




BLAST score 


80 




E value 


5.0e-37 




Match length 


303 




% identity 


84 




NCBI Description 


Maize 19 kDa zein 


mRNA, 


Seq. No. 


300515 




Seq. ID 


LIB3182-005-P2-M1- 


•Dll 


Method 


BLASTN 




NCBI GI 


a4140643 




BLAST score 


94 




E value 


2.0e-45 




Match length 


274 




% identity 


43 




NCBI Description 


Zea mays cosmid II 


:.2E10 




complete sequence 




Seq. No. 


300516 




Seq. ID 


LIB3182-005-P2-M1- 


■Ell 


Method 


BLASTX 




NCBI GI 


g3885334 




BLAST score 


354 




E value 


1.0e-40 




Match length 


108 




% identity 


82 





rn 



NCBI Description 



(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 


300517 


Seq. ID 


LIB3182-005-P2-M1-H12 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


60 


E value 


3.0e-25 


Match length 


144 


% identity 


44 


NCBI Description 


Zea mays 22-kDa alpha zein gene 


Seq. No. 


300518 


Seq. ID 


LIB3182-006-P2-M1-B6 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


223 


E value 


2.0e-18 


Match length 


92 


% identity 


55 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


300519 


Seq. ID 


LIB3182-008-P2-M1-B10 



complete sequence 



42315 



yy 



Method 


BLASTN 


NCBI GI 


gl212995 


BLAST score 


35 


E value 


3.0e-10 


Match length 


71 


% identity 


87 


NCBI Description 


H.vulgare mRNA for UDP-glucose pyrophosphorylase 


Seq. No. 


300520 


Seq. ID 


LIB3182-008-P2-M1-B2 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


82 


E value- 


3.0e-38 


Match length 


167 


% identity 


94 


NCBI Description 


Maize mRNA (clone A30) for zein (a plant storage 


Seq. No. 


300521 


Seq. ID 


LIB3182-008-P2-M1-E5 


Method 


BLASTX 


NCBI GI 


gl41612 


BLAST score 


14 6 


E value 


2.0e-09 


Match length 


36 


% identity 


83 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 KD) (CLONE 22C2) 




>gi *72306_j>ir ZIZMC2 22K zein precursor (clone \ 




maize (fragment) >gi_168688 (M12141) 22 kDa zein 




[Zea mays] 


Seq. No. 


300522 


Seq. ID 


LIB3182-008-P2-M1-H3 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


113 


E value 


1.0e-56 


Match length 


217 


% identity 


89 


NCBI Description 


Maize mRNA (clone A30) for zein (a plant storage 


Seq. No. 


300523 


Seq. ID 


LIB3182-009-P2-M1-A1 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


202 


E value 


4.0e-16 


Match length 


73 


% identity 


62 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 



>gi 72312 pir . ZIZM92 19K zein precursor (clone cZ19C2) • 
maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300524 

LIB3182-009-P2-M1-A10 

BLASTN 

gl314396 



42316 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160 

7.0e-85 

221 

92 

Zea mays ssp. mays USDA PI 515436 ITS1, 5.8S rRNA, ITS2 
300525 

LIB3182-009-P2-M1-A12 

BLASTX 

gl41605 

303 

6.0e-37 

120 

70 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi__72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

300526 

LIB3182-009-P2-M1-B1 

BLASTX 

gl41606 

211 

7.0e-17 

78 

62 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi_72309_pir ZIZMD1 19K zein precursor (clone CZ19D1) ■ 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 



Seq. No. 


300527 


Seq. ID 


LIB3182-009-P2-M1-B4 


Method 


BLASTX 


NCBI GI 


gl279640 


BLAST score 


229 


E value 


4.0e-19 


Match length 


101 


% identity 


49 


NCBI Description 


(X92204) NAM [Petunia x 


Seq. No. 


300528 


Seq. ID 


LIB3182-009-P2-M1-D1 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


236 


E value 


8.0e-20 


Match length 


92 


% identity 


59 


NCBI Description 


(AF031569) 22-kDa alpha 


Seq. No. 


300529 


Seq. ID 


LIB3182-009-P2-M1-E10 


Method 


BLASTX 


NCBI GI 


gl68695 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


48 



42317 



% identity 

NCBI Description 



71 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 



Seq. No. 


300530 


Seq. ID 


LIB3182-009-P2-M1-E2 


Method 


BLASTX 


NCBI GI 


gl084457 


BLAST score 


168 . 


E value 


5.0e-12 


Match length 


62 


% identity 


55 


NCBI Description 


elongation factor 1-beta 




(D23674) elongation facte 


Seq. No. 


300531 


Seq. ID 


LIB3182-009-P2-M1-E9 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


213 


E value 


3.0e-17 


Match length 


71 


% identity 


63 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


300532 


Seq. ID 


LIB3182-009-P2-M1-F11 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


354 


E value 


2.0e-38 


Match length 


111 


% identity 


80 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



Seq. No. 

Seq. ID ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ;V 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

300533 

LIB3182-009-P2-M1-G1 

BLASTX 

gl41610 

177 

6.0e-13 

84 

51 

ZEIN-ALPHA PRECURSOR (CLONE Z4) 
300534 

LIB3182-009-P2-M1-H11 

BLASTN 

gl68700 

38 - • 

3.0e-12 

77 

87 

Z.mays zein mRNA, complete cds 



42318 



Seq. No. 


300535 . 


Seq. ID ' 


LIB3182-009-P2-M1-H6 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


142 


E value 


2.0e-ll 


Match length 


78 


% identity 


59 


NCBI Description 


(X55722) 22kD zein [: 


Seq. No. 


300536 


Seq. ID 


LIB3182-010-P2-M1-E2 


Method 


BLASTX 


NCBI GI 


g4336434 


BLAST score 


311 


E value 


1.0e-28 


Match length 


114 


% identity 


53 


NCBI Description 


(AF092431) nodule-en] 




[Lotus japonicus] 



jL4: 
fl 

Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300537 

LIB3182-010-P2-M1-E6 

BLASTX 

g82654 

221 

2.0e-20 

83 

65 

10K zein precursor - maize >gi__22541_emb_CAA30409_ (X07535) 
lOkDa zein (AA 1 - 150) [Zea mays] 

300538 

LIB3182-010-P2-M1-F2 

BLASTX 

g82660 

183 

2.0e-22 

83 

75 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300539 i 

LIB3182-010-P2-M1-H1 

BLASTN 

g22219 

111 

9.0e-56 

178 

92 

Z.mays ZSF4C2 gene for 22 kD zein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300540 

LIB3182-012-P2-M1-B4 

BLASTN 

gl68484 



42319 



BLAST score. 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. * 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



316 

1.0e-178 

360 

97 

Maize endosperm glutelin-2 gene, 



complete cds 



300541 

LIB3182-012-P2-M1-B5 

BLASTN 

g22531 

68 

2.0e-30 

120 

89 

Zea mays mRNA encoding a zein (clone pZ22.1) 
>gi_270688_gb_I03336_ Sequence 10 from Patent US 4885357 
>gi_270741_gb_I03273_ Sequence 2 from Patent US 

300542 

LIB3182-012-P2-M1-B6 

BLASTN 

gl68652 

100 

5.0e-49 

108 

98 

Maize amy loplast -specif ic transit protein (waxy; wx+ 
locus), complete cds 

300543 

LIB3182-012-P2-M1-B9 

BLASTX 

g22216 

247 

1.0e-32 

111 

70 

(X55722) 22kD zein [Zea mays] 
300544 

LIB3182-012-P2-M1-D12 

BLASTX 

gl6073 

364 

9.0e-35 
116 

69 . 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300545 

LIB3182-012-P2-M1-F1 

BLASTN, 

g22528 

50 

4.0e-19 

82 

90 



42320 



NCBI Description 


Zea mays mRNA encoding a zein (clone A20) 


Seq. No. 


300546 


Seq. ID 


LIB3182-012-P2-M1-H3 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


386 


E value 


2.0e-37 


Match length 


121 


% identity 


70 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


300547 


Seq. ID 


LIB3182-013-P2-M1-E6 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


173 


E value 


1.0e-12 


Match length 


76 


% identity 


54 


NCBI Description 


zein Zdl, 19K - maize >gi_535020_emb_CAA4 




zein Zdl (19 kDa zein) [Zea mays] 


Seq. No. 


300548 


Seq. ID 


LIB3182-014-P2-M1-A2 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score - 


176 


E value 


2.0e-27 


Match length 


92 


% identity 


74 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


300549 


Seq. ID 


LIB3182-014-P2-M1-A5 


Method 


BLASTN 


NCBI GI 


gl6072 


BLAST score 


107 


E value 


2.0e-53 


Match length 


220 


% identity 


87 


NCBI Description 


Acetabularia mediterranea zein gene 


Seq. No. 


300550 


Seq. ID 


LIB3182-014-P2-M1-A6 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


241 


E value 


2.0e-20 


Match length 


126 


% identity 


46 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 



>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 



300551 



42321 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3182-014-P2-M1-C1 

BLASTX 

gl21472 

280 ' " 

6.0e-25 

105 

51 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) { ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin-,'2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


300552 


Seq. ID 


LIB3182-014-P2-M1-C4 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


374 


E value 


6.0e-36 


Match length 


120 


% identity 


68 


NCBI Description 


(AF031569) 22-kDa alpha zein 


Seq. No. 


300553 


Seq. ID 


LIB3182-014-P2-M1-E12 


Method 


RLASTN 


NCBI GI 


gl68704 


BLAST score 


118 


E value 


8.0e-60 


Match length 


118 


% identity 


100 


NCBI Description 


Zea mays zein protein gene, i 


Seq. No. 


300554 


Seq. ID 


LIB3182-014-P2-M1-G3 


Method 


BLASTX ' 


NCBI GI 


gl41612 


BLAST score 


411 


E value 


3.0e-40 


Match length 


136 


% identity 


67 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 KD) 




>giJ72306jpir ZIZMC2 22K ze 




maize (fragment) >gi_168688 




[Zea mays] 


Seq. No. 


300555 


Seq. ID 


LIB3182-014-P2-M1-H7 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


272 


E value 


2.0e-24 


Match length 


71 


% identity 


78 



NCBI Description (X59526) zein protein [Acetabularia mediterranea] . 



42322 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300556 

LIB3182-015-P2-M1-A7 

BLASTN 

g22514 

320 

1.0e-180 

339 
99 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 
300557 

LIB3182-015-P2-M1-C10 

BLASTN 

g2832242 

49 

6.0e-19 

73 
10 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 



LJ 



Seq. No. 

Seq. ID 

Method 

NCBI *GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300558 

LIB3182-015-P2-M1-C12 

BLASTX 

gl68701 

196 

2.0e-15 

81 . 
60 

(M60837) zein [Zea mays] 
300559 

LIB3182-015-P2-M1-C3 

BLASTN 

g340933 

84 

5.0e-40 

112 

95 

Zea mays 10-kDa zein gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300560 

LIB3182-015-P2-M1-H5 

BLASTN 

g!68694 

164 

2.0e-87 

196 

96 

Maize gamma zein mRNA, partial cds 
300561 

LIB3182-016-P2-M1-A2 

BLASTX 

g629861 

189 

8.0e-24 
84 



42323 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 

zein Zdl, 19K - maize >gi__535020_emb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value- 

Match length 

% identity 

NCBI Description 



300562 

LIB3182-016-P2-M1-B6 

BLASTX 

gl41617 

.260 

2.0e-22 

130 

46 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

300563 

LIB3182-016-P2-M1-B8 

BLASTX 

gl41613 

140 

9.0e-09 

63 

52 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305j?ir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 



Seq. No. 


300564 


Seq. ID 


LIB3182-016-P2-M1-C5 


Method 


BLASTX 


NCBI GI 


g28'32243 


BLAST score 


171 


E value 


3.0e-12 


Match length 


94 


% identity 


45 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea 


Seq. No. 


300565 


Seq. ID 


LIB3182-016-P2-M1-C8 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


408 


E value 


6.0e-40 


Match length 


124 


% identity 


69 


NCBI Description 


(X59526) zein protein [Acetabularia 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300566 

LIB3182-016-P2-M1-D6 

BLASTX 

gl41615 

218 

7.0e-18 
70 



42324 



% identity 


67 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 


>gi_22536_emb_CAA24727_ (V01480) zein protein 


Seq. No. 


300567 


Seq. ID 


LIB3182-016-P2-M1-D7 


Method 


BLASTX 


NCBI GI 


a508545 


BLAST score 


161 


E value 


1.0e-18 


Match length 


64 


% identity 


81 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


300568 


Seq. ID 


LIB3182-016-P2-M1-D8 


Method 


BLASTN 


NCBI GI 


g22447 


BLAST score 


95 


E value 


4.0e-46 


Match length 


163 


% identity 


89 


NCBI Description 


Zea mays ZMPMS2 gene for 19 kDa zein protein 


Seq. No. 


300569 


Seq. ID 


LIB3279-003-P1-K1-B10 


Method 


BLASTN 


NCBI GI 


a473602 


BLAST score 


151 


E value 


2.0e-79 


Match length 


276 


% identity 


88 


NCBI Description 


Zea mays W-22 histone H2A mRNA, complete cds 


Seq. No. 


300570 


Seq. ID 


LIB3279-003-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4559339 


BLAST score 


363 


E value 


1.0e-34 


Match length 


96 


% identity 


74 


NCBI Description 


(AC007087) putative ATP-dependent RNA helicase 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300571 

LIB3279-003-P1-K1-B6 

BLASTX 

g3047086 

193 

1.0e-14 

122 

33 

(AF058914) similar to reverse transcriptase (Pfam: 
transcript_fact .hmm, score: 72.31) [Arabidopsis thaliana] 



Seq. No. 



300572 



42325 



Seq. ID 


LIB327 9-003-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g585338 


BLAST score 


260 


E value 


1.0e-22 


Match length 


80 


% identity 


64 


NCBI Description 


ADENYLATE KINASE B (ATP- AMP TRANSPHOSPHORYLASE) 




>gi_39187 9_dbj_BAA0.1181_ (D10335) . adenylate kinase-] 




sativa] 


Seq. No. 


300573 


Seq. ID ■ 


LIB3279-003-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


254 


E value 


3.0e-33 


Match length 


128 


% identity 


58 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza sativa] 


Seq. No. 


300574 


Seq. ID 


LIB3279-003-P1-K1-G8 . 


Method 


BLASTX 


NCBI GI 


g3004564 


BLAST score 


501 


E value 


6.0e-51 


Match length 


111 


% identity 


80 


NCBI Description 


(AC003673) putative receptor Ser/Thr protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


300575 


Seq. ID 


LIB3279-004-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2500497 


BLAST score 


326 


E value 


2.0e-30 


Match length 


80 


% identity 


82 


NCBI Description 


40S RIBOSOMAL PROTEIN S21 >gi_14 19372_emb_CAA67225_ 




(X98656) ribosomal protein S21 [Zea mays] 


Seq. No. 


300576 


Seq. ID 


LIB3279-004-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl!70029 


BLAST score 


4 98 


E value 


2.0e-50 


Match length 


105 


% identity 


90 


NCBI Description 


GLUTAMATE-1-SEMIALDEHYDE 2, 1-AMINOMUTASE PRECURSOR 




( GLUTAMATE- 1 -SEMI ALDEHYDE AMINOTRANSFERASE) (GSA-AT 



>gi_100581_pir A35789 glutamate-l-semialdehyde 

2, 1-aminomutase (EC 5.4.3.8) - barley >gi_506383 (M31545) 
glutamate 1-semialdehyde aminotransferase [Hordeum vulgare] 



42326 





Seq. No. 


300577 




Seq. ID 


LIB3279-004-P1-K1-D8 




Method 


BLASTX 




NCBI GI 


g3080420 




BLAST score 


168 




E value 


7.0e-12 




Match length 


113 




% identity 


40 




NCBI Description 


(AL022604) putative sugar transporter 






thaliana] 




Seq. No. 


300578 




Seq. ID 


LIB3279-004-P1-K1-F2 




Method 


BLASTX 




NCBI GI 


g!35398 




BLAST score 


372 




E value 


4.0e-36 




Match length 


85 




% identity 


84 




NCBI Description 


TUBULIN ALPHA- 1 CHAIN >gi 82731_pir 


yy 




chain - maize >gi_22147_emb_CAA33734_ 


ff\ 




alphal-tubulin [Zea mays] 


fft 
== 


Seq;. No. 


300579 




Seq. ID 


LIB3279-004-P1-K1-G8 




Method 


BLASTN 




NCBI GI 


g4585620 




BLAST score 


41 




E value 


7.0e-14 


s . 


Match length 


117 




% identity 


85 




NCBI Description 


Zea mays hmgi/y gene, exons 1-2 






0 


Seq. No. 


300580 




Seq. ID 


LIB3279-004-P1-K1-G9 




Method 


BLASTN 


S i i 


NCBI GI 


g984755 




BLAST score 


46 




E value 


8.0e-17 




Match length 


118 




% identity 


85 




NCBI Description 


O.sativa mRNA for chilling-inducible ] 




Seq. No. 


300581 




Seq. ID 


LIB3279-004-P1-K1-H7 




Method 


BLASTX 




NCBI GI 


g399854 




BLAST score 


212 




E value 


5.0e-17 




Match length 


90 




% identity 


58 




NCBI Description 


HISTONE H2B.2 >gi 283042_pir S28049 ] 






>gi_22325_emb_CAA40565_ (X57313) H2B ] 




Seq. No. 


300582 




Seq. ID 


LIB3279-005-P1-K1-A7 




Method 


BLASTX 



S15773 tubulin alpha-1 
(X15704) 



42327 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g3551245 
348 

5.0e-33 

76 

86 

(AB012702) P40-like protein [Daucus carota] 
300583 

LIB3279-005-P1-K1-B7 

BLASTX 

g729671 

150 

9.0e-10 

95 

41 

HISTONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 
300584 

LIB3279-005-P1-K1-D2 

BLASTX 

g2245125 

159 

8.0e-ll 

52 
58 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
300585 

LIB327 9-005-P1-K1-D5 

BLASTX 

g417103 

442 

4.0e-44 

92 

97 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

300586 

LIB3279-005-P1-K1-D6 



42328 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006877 

230 

5.0e-19 

77 
61 

(Z99707) RNA-binding like protein [Arabidopsis thaliana] 
300587 

LIB3279-005-P1-K1-F6 

BLASTX 

gl35399 

415 

1.0e-40 

139 
61 

TUBULIN ALPHA- 1 CHAIN >gi_1007 16j?ir S20758 tubulin 

alpha-1 chain - rice >gi_2037 9_emb_CAA77988_ (Z11931) alpha 
1 tubulin [Oryza sativa] >gi_1136124_emb_CAA62918_ (X91808) 
alfa-tubulin [Oryza sativa] 



Seq. No. 


300588 


Seq. ID 


LIB3279-005-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


148 


E value 


1.0e-09 


Match length 


62 


% identity 


50 


NCBI Description 


(AF093630) 60S ribosomal protein L21 [Oryza sativa] 


Seq. No. 


300589 


Seq. ID 


LIB3279-005-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g729762 


BLAST score 


141 


E value 


7.0e-12 


Match length 


57 


% identity 


68 


NCBI Description 


17.0 KD CLASS II HEAT SHOCK PROTEIN (HSP 18) 



>gi_477225_pir A48425 heat shock protein HSP18 - maize 

>gi_300079_bbs_130952 (S59777) HSP18=18 kda heat shock 
protein [Zea mays, Oh43, clone CMHSP18-1, Peptide, 154 aa] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



300590 

LIB3279-006-P1-K1-D12 

BLASTX 

g2245038 

254 

7.0e-22 

130 

44 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
300591 

LIB3279-006-P1-K1-D4 



42329 





Method 


BLASTX 










BLAST score 


329 




E value 


1.0e-30 




Match length 


133 




% identity 


52 




NCBI Description 


(X78422) HYP1 [Arabidopsis thaliana] 




Seq. No. 


300592 




Seq. ID 


LIB3279-006-P1-K1-D6 




Method 


BLAST N 




IN \s O -L OX 


a3341647 

y j j j \j ^ i 




BLAST score 


45 




E value 


3.0e-16 




Match length 


109 




% identity 


94 




NCBI Description 


Zea mays Ama gene encoding single-subunit RNA polymerase 




Seq. No. 


300593 




Seq. ID 


LIB327 9-006-P1-K1-E6 


yj 


Method 


BLASTX 


01 




cr3063455 


: =r=r 


BLAST score 


276 




E value 


2.0e-24 




Match length 


71 




% identity 


68 


ffl 


NCBI Description 


(AC003981) F22013.17 [Arabidopsis thaliana] 


3 


Seq. No. 


300594 




Seq. ID 


LIB3279-006-P1-K1-F10 




Method 


BLASTX 




NCBI GI 


gl363492 




BLAST score 


292 




E value 


2.0e-26 




Match length 


116 




% identity 


54 




NCBI Description 


outer envelope membrane protein OEP75 precursor - garden 



pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300595 

LIB3279-007-P1-K1-A9 

BLASTX 

g2654088 

207 

2.0e-16 

123 
35 

(AF033118) potassium transporter [Arabidopsis thaliana] 
>gi_2688979 (AF029876) high-affinity potassium transporter; 
AtKUPlp [Arabidopsis thaliana] >gi_3150413 (AC004165) 
high-affinity potassium transporter (AtKUPl) [Arabidopsis 
thaliana] >gi_3420045 (AC004680) high-affinity potassium 
transporter (AtKUPl) [Arabidopsis thaliana] 



Seq. No. 



300596 



42330 



# # 



Seq. ID 


LIB3279-007-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g312180 


BLAST score 


40 


E value 


3.0e-13 


Match length 


100 


% identity 


85 


NCBI Description 


Z.mays GapC4 gene 


Seq. 4to. . 


* ■* 
" 500597.; r-- \ :. ' - ' " • % : .V,.. 


Seq. ID 


;r LIB3279-007-Pl-Kl-E4 


Method 


BLASTX 


NCBI GI 


g2673906 


BLAST score 


526 


E value 


9.0e-54 


Match length 


139 


% identity 


76 


NCBI Description 


(AC002561) . putative DNA polymerase delta small sub 




[Arabidopsis thaliana] 


Seq. No. 


300598 


Seq. ID 


LIB3279-007-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4559333 


BLAST score 


154 


E value 


3.0e-10 


Match length 


120 


% identity 


28 


NCBI Description 


(AC007087) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300599 


Seq. ID 


LIB3279-008-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4580515 


BLAST score 


218 


E value 


3.0e-18 


Match length 


62 


% identity 


60 


NCBI Description 


(AF036301) scarecrow-like 3 [Arabidopsis thaliana] 


Seq. No. 


300600 


Seq. ID 


LIB3279-008-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g473602 


BLAST score 


51 


E value 


7.0e-20 


Match length 


107 


% identity 


87 


NCBI Description 


Zea mays W-22 histone H2A mRNA, complete cds 


Seq. No. 


300601 


Seq. ID 


LIB3279-008-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2262111 


BLAST score 


248 


E value 


3.0e-21 


Match length 


82 



42331 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value > - -\ 

Match length 

% identity 

NCBI Description 



63 

(AC002343) ribitol dehydrogenase isolog [Arabidopsis 
thaliana] 

300602 

LIB3279-008-P1-K1-F8 

BLASTX 

g2262143 

301 

2.0e-27 ' 

93 " 
61 

(AC002330) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


300603 




LTB327 9-008-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2443857 


BLAST score- 


147 


E value 


3.0e-09 - 


Match length 


40 


% identity 


72 


NCBI Description 


(U79961) vacuolar sorting receptor 


Seq. No. 


300604 


Seq. ID 


LIB3279-008-P1-K1-H6 




BLASTX 


NCBI GI 


g3914020 


BLAST score 


262 


E value 


8.0e-23 


Match length 


137 


% identity 


42 


NCBI Description 


(R)-MANDELONITRILE LYASE ISOFORM 1 




(HYDROXYNITRILE LYASE 1) ((R)-OXYN: 




>gi_1561641_emb_CAA69388_ (Y08211) 




[Prunus dulcis] 


Seq. No. 


300605 


Seq. ID 


LIB3279-009-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2660669 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


51 


% identity 


57 


NCBI Description 


(AC002342) human Mi-2 autoantigen-. 




thaliana] 


Seq. No. 


300606 


Seq. ID 


LIB3279-009-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl703201 


BLAST score 


235 


E value 


9.0e-20 


Match length 


67 


% identity 


66 



[Zea mays] 



precursor 
:trilase 1) 



42332 



NCBI Description PROTEIN KINASE AFC 3 >gi_601791 (U16178) protein kinase 
[Arabidopsis thaliana] 



Sec. No. 


300607 


Seq. ID 


LIB3279-009-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl806283 


BLAST score 


161 


E value 


2.0erll 


Match length 


48 - . . 


% identity 


73 


NCBI Description 


(Z79637) Histone H4 homologue [Sesbania rostrata] 


Seq. No. 


300608 


Seq. ID 


LIB3279-009-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g553073 


BLAST score 


233 


E value 


9.0e-20 


Match length 


78 ' 


% identity 


60 


NCBI Description 


(M94481) reverse transcriptase [Zea mays] 


Seq. No. 


300609 


Seq. ID 


LIB3279-009-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3 17 6726 


BLAST score 


294 


E value 


6.0e-27 


Match length 


82 


% identity 


70 


NCBI Description 


(AC002392) putative serine proteinase [Arabidopsis 




thaliana] 


Seq. No. 


300610 


Seq. ID 


LIB3279-009-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl076678. 


BLAST score 


319 


E value 


6.0e-30 


Match length 


68 


% identity 


94 


NCBI Description 


ubiquitin / ribosomal protein S27a - potato (fragment) 


Seq. No. 


300611 


Seq. ID 


LIB3279-009-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4512696 


BLAST score 


195 


E value 


4.0e-15 


Match length 


64 


% identity 


55 


NCBI Description 


(AC006569) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


300612 


Seq. ID 


LIB3279-009-P1-K1-G8 


Method 


BLASTX 



42333 



NCBI GI 


g283051 




160 ~ 


E value 


3.0e-ll 


Match length 


57 


% identity 


61 


NCBI Description 


RNA-directed DNA polymerase {EC 2.7.7.49) - maize 




transposon (fragment) 


Seq. No. 


300613 


Seq. ID 


LIB3279-009-P1-K1-H9 


Method 


BLASTX 


npbi GI 

LN \*t LJ X \J X 


a2828279 


BLAST score 


170 


E value 


3.0e-12 


Match length 


41 


% identity 


73 


NCBI Description 


(AL021687) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


300614 


Seq. ID 


LIB3279-010-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


a2213594 


BLAST score 


240 


E value 


2.0e-20 


Match length 


103 


% identity 


45 


NCBI Description 


(AC000348) T7N9.14 [Arabidopsis thaliana] 


Seq. No. 


300615 


Seq. ID 


LIB3279-010-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl711036 


DlUf\lJ -L O V-r V/ X 


205 


E value 


3.0e-16 


Match length 


63 


% identity 


71 


NCBI Description 


(U78952) hydroxyproline rich glycoprotein PsHRGPl [Pisum 




sativum] 


Seq. No. 


300616 


Seq. ID 


LIB3279-011-P1-K1-A2 


Method 


BLASTX 


NCBT GT 


n4589961 


BLAST score 


321 


E value 


1.0e-29 


Match length 


150 


% identity 


47 


NCBI Description 


(AC007169) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300617 


Seq. ID 


LIB3279-011-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4314388 


BLAST score 


531 


E value 


2.0e-54 


Match length 


126 


% identity 


77 



42334 



NCBI Description 



(AC006232) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


300618 


Seq. ID 


LIB3279-011-P1-K1-A5 




RLA<3TX 


NCBI GI 


g3451071 


BLAST score 


273 


E value 


2.0e-24 


Match length 


87 


% identity 


67 ' 


NCBI Description 


(AL031326) beta adaptin - like protein [Arabidopsis 




thaliana] 


Seq. No. 


300619 


Qpn TD 


LIB327 9-011-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2982266 


BLAST score 


381 


E value 


9.0e-37 


Match length 


83 


% identity 


90 


NCBI Description 


(AF051216) probable fibrillarin [Picea mariana] 


Seq. No. 


300620 r r , 


Sea ID 


LIB327 9-011-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g577824 


BLAST score 


49 


E value 


1.0e-18 


Match length 


104 


% identity 


87 


NCBI Description 


Z.mays gene for H2B histone (gH2B3) 


Seq. No. 


300621 


Qf>n TD 


LIB127 9-011 -PI -Kl-D^ 


Method 


BLASTN 


NCBI GI 


g886400 


BLAST score . 


40 


E value 


2.0e-13 


Match length 


52 


% identity 


94 


NCBI Description 


Oryza sativa MADS-box protein (MADS2) mRNA, complete 


Seq. No. 


300622 


Seq. ID 


LIB3279-011-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4455300 


BLAST score 


179 


E value 


3.0e-13 


Match length 


69 


% identity 


49 


NCBI Description 


(AL035528) putative pectate lyase All (fragment) 




[Arabidopsis thaliana] 


Seq. No. 


300623 


Seq. . ID 


LIB3279-011-P1-K1-G6 


Method 


BLASTX 



42335 



NCBI GI 
"BXiAST score 
E value 
Match length 
% identity 
NCBI Description 



g2498077 
296 

5.0e-27 

81 

75 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum of f icinarum] 



Seq. No. 


300624 


Seq. ID 


LIB3279-011-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3913804 


BLAST score 


236 


E value 


7.0e-20 


Match length 


60 


% identity 


82 


NCBI Description 


HISTONE H2B.3 >gi_577825_emb 




[Zea mays] 


Seq. No. 


300625 


Seq. ID 


LIB3279-011-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl21974 


BLAST score 


343 


E value 


2.0e-32 


Match length 


71 


% identity 


97 


NCBI Description 


HISTONE H2A.2.1 >gi_70710 _pi: 


Seq. No. 


300626 


Seq. ID 


LIB3279-011-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl703380 


BLAST score 


442 


E value 


6.0e-44 


Match length 


100 


% identity 


87 


NCBI Description 


ADP-RIBOSYLATION FACTOR >gi : 



(X69960) H2B histone 



HSWT2A histone H2A.2 - wheat 



ADP-ribosylation factor [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300627 

LIB3279-012-P1-K1-A10 

BLASTX 

g3461835 

262 

7.0e-23 

83 

61 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300628 

LIB3279-012-P1-K1-C10 

BLASTX 

gl550814 



42336 



BLAST scpre ' 203 

E' value 5.0e-16 

Match length 51 

% identity 84 

NCBI Description (Y07959) 60S acidic ribosomal protein P0 [Zea mays] 

Seq. No. 300629 
Seq. ID LIB3279-012-P1-K1-E10 
Method ' - .BLASTX 

gl31772 - 
375 

4.0e-36 
94 
82 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 (clone MCH1) - 

maize 



\ NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300630 

LIB3279-012-P1-K1-E11 

BLASTX 

gll73027 

167 

4.0e-12 

52 
60 

60S RIBOSOMAL PROTEIN L31 >gi_915313 
protein L31 [Nicotiana glutinosa] 



(U23784) ribosomal 



300631 

LIB3279-012-P1-K1-F10 

BLASTX 

g399854 

144 

3.0e-09 

57 

58 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 

300632 

LIB3279-012-P1-K1-F4 

BLASTN 

g22324 

ill 

1.0e-55 

207 

88 

Z.mays mRNA for H2B histone 



(clone CH2B221) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300633 

LIB3279-012-P1-K1-F7 

BLASTX 

g4585908 

181 

2.0e-13 
92 



42337 



% identity 


37 


NCBI Description 


(AC006298) putative lysosomal < 




thaliana] 


Seq. No. 


300634 


Seq. ID 


LIB3279-012-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


G459267 


BLAST score 


131 


E value 


1.0e-.6T k 


Match length 


155 


% identity 


97 


NCBI Description 


Z.mays gene for HMG protein 


Seq. No. 


300635 


Seq. ID 


LIB3279-012-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


a3452287 


BLAST score 


58 


E value 


7.0e-24 


Match length 


148 


% identity 


91 


NCBI Description 


Zea mays retrotransposon Fourf 


Seq. No. 


300636 


Seq. ID 


LIB3279-013-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl723958 


BLAST score 


.325 


E value 


3.0e-30 


Match length 


135 


% identity 


51 


NCBI Description 


PUTATIVE KINESIN-LIKE PROTEIN 



3 1 LTR, partial sequence 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. ' No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2131622_pir S64238 hypothetical protein YGL216w - 

yeast (Saccharomyces cerevisiae) >gi_1322862_emb_CAA96933_ 
(Z72739) ORF YGL216w [Saccharomyces cerevisiae] 

300637 

LIB3279-013-P1-K1-C11 

BLASTX 

g2832625 

205 

4.0e-16 

79 

54 

(AL021711) putative protein [Arabidopsis thaliana] 



300638 

LIB3279-013-P1-K1-D10 

BLASTX 

g728882 

258 

2.0e-23 

114 

61 

ADP-RIBOSYLATION FACTOR 3 
ADP-ribosylation factor 3 



>gi_54184 6j?ir S41938 

- Arabidopsis thaliana 



42338 



>gi_453191_emb_CAA54564_ (X77385) ADP-ribosylation factor 
[Arabidopsis thaliana]. 



Seq. No. 


300639 


Seq. ID 


LIB3279-013-P1-K1-H3 


Mpthod 


BLASTX 


NCBI GI 


gl22022 


BLAST score 


338 


E value 


1.0e-31 


Match length 


93 


% identity 


76 


NCBI Description 


HISTONE H2B >gi 283025 pir S22323 histone H2B 




>gi_21801_emb_CAA42530_ (X59873) histone H2B [' 




aestivum] 


Seq. No. 


300640 


Seq. ID 


LIB3279-014-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3608485 


BLAST score 


292 


E value 


1.0e-42 


Match length 


101 


% identity 


88 


NCBI Description 


(AF088915) proteasome beta subunit [Petunia x ] 


Seq. No. 


300641 


Seq. ID 


LIB327 9-014-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3023713 


BLAST score 


178 


E value 


3.0e-13 


Match length 


58 


% identity 


66 


NCBI Description 


ENOLASE ( 2 - PHOS PHOGL YCERATE DEHYDRATASE) 




( 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi 




(U09450) enolase [Oryza sativa] 


Seq. No. 


300642 


Seq. ID 


LIB3279-014-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl33867 


BLAST score 


198 


E value 


1.0e-15- 


Match length 


70 


% identity 


63 



wheat 



hybrida] 



NCBI Description 



40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300643 

LIB3279-014-P1-K1-D8 

BLASTN 

gl68492 

149 

3.0e-78 

221 

92 



42339 



NCBI Description 



Corn histone H3 (H3C3) gene, complete cds 



Seq. No. 


300644 


Seq. ID • 


LIB3279-014-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl519253 


BLAST score 


262 


E value 


7.0e-23 


Match length 


85 


% identity 


64 


NCBI Description 


(U65958) GF14-d protein 


Seq. No. 


300645 


Seq. ID 


LIB3279-015-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2865394 


BLAST score 


365 


E value 


7.0e-35 


Match length 


133 


% identity 


49 


NCBI Description 


(AF036949) basic leucine 


Seq. No. 


300646 


Seq. ID - 


LIB3279-015-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2129635 


BLAST score 


440 


E value 


1.0e-43 


Match length 


145 


% identity 


58 


NCBI Description 


light repressible recept* 



;Zea mays] 



thaliana >gi_1321686_emb_CAA66376_ (X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 



Seq. No. 


300647 


Seq. ID 


LIB3279-015-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g22483 


BLAST score 


58 


E value 


6.0e-24 


Match length 


146 


% identity 


86 


NCBI Description 


Z.mays RNA for superoxide dismutase Sod4 


Seq. No. 


300648 


Seq. ID 


LIB3279-016-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g22121 


BLAST score 


214 


E value 


1.0e-117 


Match length 


218 


% identity 


100 


NCBI Description 


Maize alcohol dehydrogenase 1 gene (Adhl 


Seq. No. 


300649 


Seq. ID 


LIB3279-016-P1-K1-C4 


Method 


BLASTN 



42340 



NCBI GI 


g22243 


BLAST score 


44 ' 


E value 


1.0e-15 


Match length 


88 


% identity 


88 


NCBI Description 


Zea mays Cinl repeat from Cinl 


Seq. No. 


300650 


Seq, ID 


LIB3279-016-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


a3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6 


Seq. No. 


300651 


Seq. ID 


LIB3279-016-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3355468 


BLAST score 


156 


E value 


6.0e-12 


Match length 


109 


% identity 


42 


NCBI Description 


(AC004218) putative ribosomal ] 




thaliana] 


Seq. No. 


300652 


Seq. ID 


LIB3279-016-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g498931 


BLAST score 


289 


E value 


7.0e-26 


Match length 


94 


% identity 


64 


NCBI Description 


(Z12825) ORF167; homologous to 



[Arabidopsis 



retroviral-like transposons TNT 
from Drosophila [Beta vulgaris] 



1-94 from tobacco and COPIA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



300653 

LIB3279-016-P1-K1-H8 

BLASTX 

gll8104 

610 

1.0e-63 

131 

89 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

300654 

LIB3279-017-P1-K1-A1 
BLASTX 



42341 



NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



g2315449 

253 . 

9.0e-22 

109 

44 

(AF016448) similar to Saccharomyces cerevisiae nuclear 
protein SNF7 (SP: P39929) in one region and the chromosome 
segregation protein SMC 2 (SP:P38989) in another 
[Caenorhabditis elegans] 



Seq. No. 


300655 


Seq. ID 


LIB3279-017-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3080398 


BLAST score 


238 


E value 


4.0e-25 


Match length 


142 


% identity 


34 


NCBI Description 


(AL022603) putative proteii 


Seq. No. 


300656 


Seq. ID 


LIB3279-017-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4455255 


BLAST score 


176 


E value 


1.0e-12 


Match length 


69 


% identity 


58 


NCBI Description 


(AL035523) putative proteii 


Seq. No. 


300657 


Seq. ID 


LIB3279-017-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis 'cDNA clone ; 


Seq. No. 


300658 


Seq. ID 


LIB3279-017-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2982435 


BLAST score 


215 


E value 


2.0e-17 


Match length 


89 


% identity 


56 


NCBI Description 


(AL022224 ) retrotransposon 




[Arabidopsis thaliana] 


Seq. No. 


300659 


Seq. ID 


LIB3279-017-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2245012 


BLAST score 


,217 


E value 


1.0e-17 



42342 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 . 
43 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
300660 

LIB3279-018-P1-K1-A8 

BLASTX 

g3915131 

158 

4.0e-ll ' L ' ' 

50 

60 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. No. 


300661 . 


Seq. ID 


LIB3279-018-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g576886 


BLAST score 


311 


E value 


4.0e-29 


Match length 


59 


% identity 


97 


NCBI Description 


(L37750) Jcaurene synthase 


Seq. No. 


300662 


Seq. ID 


LIB3279-018-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g544125 


BLAST score 


153 


E value 


2.0e-10 


Match length 


42 


% identity 


64 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS 



A [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN- A-BINDING PROTEIN) 

>gi_81651_pir S22496 peptidylprolyl isomerase (EC 5.2.1.8) 

- Arabidopsis thaliana >gi_16248_emb_CAA45161_ (X63616) 
cyclophorin-like protein [Arabidopsis thaliana] 

300663 

LIB3279-018-P1-K1-D10 

BLASTX 

g728826 

209 

6.0e-17 

90 

49 

ALDO-KETO REDUCTASE >gi_155867 (M93122) aldo-keto reductase 
[Babesia bovis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300664 

LIB3279-018-P1-K1-E2 

BLASTX 

g3096949 



42343 



BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



331 

3.0e-31 

91 

66 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

300665 

LIB3279-018-P1-K1-E9 

BLASTX 

gl078813 

163 

2.0e-ll 

53 

21 

polyubiquitin - Euplotes eurystomus (SGC9) >gi_159038 
(M57231) ubiquitin [Euplotes eurystomus] 

300666 

LIB3279-04 9-P1-K1-C4 

BLASTX 

g231573 

298 

7.0e-31 
100 

71 . 

L-ASPARAGINASE ( L-AS PARAG I NE AMIDOHYDROLASE) 

>gi_99970_pir S24757 asparaginase (EC 3.5.1.1) - 

narrow-leaved blue lupine >gi_19135_emb_CAA43099_ (X60691) 
developing seed L-asparaginase [Lupinus angustifolius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score,,- . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



300667 

LIB3279-04 9-P1-K1-D9 

BLASTX 

g3334133 

155 

1.0e-10 

87 

44 

CYTOCHROME P450 89A2 (CYPLXXXIX) (ATH 6-1) >giJL432145 
(U61231) cytochrome P450 [Arabidopsis thaliana] 

300668 

LIB3279-050-P1-K1-A3 

BLASTN 

g2832242 

71 

1.0e-31 

266 

87 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
300669 

LIB3279-050-P1-K1-C1 

BLASTX 

g3860277 



42344 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



146 

4.0e-17 

50 

92 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 


300670 


Seq. ID 


LIB3279-050-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl917019 


BLAST score 


155 


E value 


3.0e-13 


Match length 


63 


% identity 


70 


NCBI Description 


(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 


Seq. No. 


300671 


Seq. ID 


LIB3279-051-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


267 


E value 


4.0e-25 


Match length 


79 


% identity 


'81 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea ] 


Seq. No. 


300672 


Seq. ID 


LIB327 9-051-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g575425 


BLAST score 


65 


E value 


4.0e-28 


Match length 


129 


% identity 


88 


NCBI Description 


Z.mays mRNA for sugar-starvation induced protein 


Seq. No. 


300673 


Seq. ID 


LIB3279-051-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g462229 


BLAST score 


271 


E value 


5.0e-24 


Match length 


91 


% identity 


58 


NCBI Description 


HI STONE H2A.1 >gi 542442_pir S41471 histone H2A. 




Tetrahymena thermophila (SGC5) >gi_310870 (L18892 




H2A.1 [Tetrahymena thermophila] 


Seq. No. 


300674 


Seq. ID 


LIB3279-051-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gll72553 


BLAST score 


289 


E value 


1.0e-31 


Match length 


126 



42345 



% identity 

NCBI Description 



58 

OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 

( VOLTAGE - DE PENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
>gi_456672_emb_CAA54788_ (X77733) voltage dependent anion 
channel (VDAC) [Triticum aestivum] 



Seq. No. 


300675 


Seq. ID 


LIB3279-051-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl31773 


BLAST score 


222 


E value 


3.0e-21 


Match length 


82 


% identity 


74 


NCBI Description 


40S RIBOSOMAL PROTEIN S14 (CLONE MCH2) 


>gi__82724_pir B30097 ribosomal protein S14 (clone MCH2) 




maize 


Seq. No. 


300676 


Seq. ID 


LIB3279-051-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl865677 


BLAST score 


254 


E value 


5.0e-22 


Match length 


86 


% identity 


62 




(Y08568} trehalose-6-Dhosohate svnthase FArabidoosis 




thaliana] 


Seq. No. 


300677 


Seq. ID 


LIB3279-052-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


298 


E value 


3.0e-27 


Match length 


73 


% identity 


78 




(AF034945) glycine-rich RNA binding protein [Zea mays] 


Seq. No. 


300678 


Seq. ID 


LIB3279-052-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2191169 


BLAST score 


199 


E value 


6.0e-20 


Match length 


94 


% identity 


54 


NCBI Description 


(AF007270) Similar to shaggy related protein kinase. 




Belongs to the CDC2/CDKX subfamily [Arabidopsis thaliana] 


Seq. No. 


300679 


Seq. ID 


LIB3279-052-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3128168 


BLAST score 


415 


E value 


3.0e-45 


Match length 


131 



42346 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

300680 

LIB3279-052-P1-K1-F2 

BLASTX 

g409007 

247 . . 1 

4,0e-21 

74 

68 

BBl-M=Bowman-Birk trypsin inhibitor-related protein [Zea 

mays=corn, Peptide, 102 aa] >gi_447268_prf 1914141A 

trypsin inhibitor-related protein [Zea mays] 

300681 

LIB3279-052-P1-K1-G12 
. BLASTX 
gll2994 
262 

4.0e-23 

60 

85 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

300682 

LIB327 9-053-P1-K1-A12 

BLASTX 

g2961346- 

333 

3.0e-31 

73 

75 

(AL022140) 
thaliana] 



pectinesterase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300683 

LIB3279-053-P1-K1-F7 

BLASTX 

g2765837 

168 

7.0e-12 

41 

76 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 
300684 

LIB327 9-053-P1-K1-G1 

BLASTN 

gl546918 

63 



42347 



E value 


5.0e-27 


Match length 


71 v 


% identity 


97 


NCBI Description 


Z.mays mRNA for translation initiation factor 5A 


Seq. No. 


300685 


Seq. ID 


LIB3279-053-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2190547 


BLAST score 


298 


P tr.a 1 no 

Li ValUC 


4.0e-27 


Match length 


114 


% identity 


66 


NCBI Description 


(AC001229) ESTs 




gb_T43256, gb_4 6316, gb_N64 930, gb_AA395255, gb_AA404382 c« 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


300686 


Seq. ID 


LIB3279-054-P1-K1-B1 


Method 


BLASTX 


MpOT (IT 




BLAST score 


162 


E value 


1.0e-ll 


Match length 


75 


% identity 


56 


NCBI Description 


(AF051229) 60S ribosomal protein L17 [Picea mariana] 


Seq. No. 


300687 


Seq. ID 


LIB3279-054-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl346251 




260 


E value 


1.0e-22 


Match length 


73 


% identity 


77 


NCBI Description 


HISTONE H2B.4 >gi_577819_emb_CAA4 9585_ (X69961) H2B hi 




[Zea mays] 


Seq. No. 


300688 


Seq. ID 


LIB3279-054-P1-K1-E7 


Method 


BLASTX 


WPRT (IT 




BLAST score 


175 


E value 


1.0e-12 


Match length 


61 


% identity 


64 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


300689 


Seq. ID 


LIB3279-054-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4091010 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


69 


% identity 


52 


NCBI Description 


(AF042275) anther-specific protein [Oryza sativa] 



42348 





Seq. No. 


300690 




Seq. ID 


LIB3279-055-P1-K1-A1 






BLASTX 




NCBI GI 


g2245394 




BLAST score 


168 




E value 


7.0e-12 




Match length 


43 




% identity 


63 




NCBI Description 


(U89771) ARFl-binding protein [Arabidopsis thaliana 




Seq. No. 


300691 




Seq. ID 


LIB3279-055-P1-K1-C11 




Method 


BLASTX 




NCBI GI 


g2344899 




BLAST score 


184 




E value 


1.0e-13 




Match length 


68 




% identity 


50 


£ 


NCBI Description 


(AC002388) unknown protein [Arabidopsis thaliana] 


01 


Seq. No. 


300692 


ED 


Seq. ID 


LIB3279-055-P1-K1-C12 




Method 


BLASTX 


: s 


NCBI GI 


al32849 




BLAST score 


189 


en 


E value 


2.0e-14 




Match length 


54 


s 


% identity 


69 




NCBI Description 


60S RIBOSOMAL PROTEIN L2 >gi_20001_emb_CAA44362 . 1_ 






60S ribosomal protein L2 [Nicotiana tabacum] 




Seq. No. 


300693 


n 


Seq. ID 


LIB3279-055-P1-K1-D12 






BLASTX 




NCBI GI 


gll43864 




BLAST score 


222 




E value 


2.0e-18 




Match length 


70 




% identity 


60 




NCBI Description 


(U28047) beta glucosidase [Oryza sativa] 




Seq. No. 


300694 




Seq. ID 


LIB3279-055-P1-K1-H6 • 




Method 


BLASTN 




NCBI GI 


g473604 




BLAST score 


113 




E value 


6.0e-57 




Match length 


164 




% identity 


93 




NCBI Description 


Zea mays W-22 histone H2B mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI. GI 
BLAST score 



300695 

LIB3279-057-P1-K1-A1 

BLASTN 

g498642 

40 



42349 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-13 

60 

92 

Zea mays G-box binding factor 1 (GBF1) mRNA, complete cds 
300696 

LIB327 9-057-P1-K1-B6 

BLASTX 

g4371282 

-305 * . "•: ■ 

6.0e-28 
99 
67 

(AC006260) 
thaliana] 



putative 60S ribosomal protein L12 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300697 

LIB327 9-057-P1-K1-B9 

BLASTX 

gl815681 

189 

2.0e-14 

35 
94 

(U85246) expansin [Oryza sativa] 
300698 

LIB3279-057-P1-K1-C11 

BLASTN 

g2623247 

99 

2.0e-48 

135 

93 

Zea mays SU1 isoamylase ( sugar yl) gene, complete cds 
300699 

LIB3279-057-P1-K1-D4 

BLASTX 

g3292820 

158 

1.0e-10 

83 

42 

(AL031018) putative MADS Box / AGL protein [Arabidopsis 
thaliana] 

300700 

LIB3279-057-P1-K1-E11 

BLASTX 

g2244952 

163 

6.0e-19 

103 

51 

(Z97340) strong similarity to ZK688.3 protein - 
Caenorhabditis elegans [Arabidopsis thaliana] 



42350 



Seq. v No. 


300701 


Seq. ID 


LIBo279-057-Pl-Kl-E12 


Method 


BLASTX 


NCBI GI 


g3894393 


BLAST score 


ICO 

158 


E value 


1 . 0e-10 


Match length 


130 


% identity 


33 


NCBI Description 


(AF053998) Hcr2-5D [Lycopersicon esculentum] 


Seq. No. 


300 702 


Seq. ID 


T TDOOTfl AC! m t/ 1 1 ttH 

LIBJ2 /y-Uo /-Pl-Kl-H / 


Method 


BLASTX 


NCBI GI 


g4455309 


BLAST score 


272 


E value 


5.0e-24 


Match length 


71 


% identity 


/ 2 


NCBI Description 


(AL035528) hypothetical protein [Arabidopsis thai 


Seq. No. 


300703 


Seq. ID 


LIBJ27 9-059-P1-K1-A7 


Method 


OTA omxi 

BLASTN 


NCBI GI 


g4234859 


BLAST score 


53 


E value 


5 . 0e-21 


Match length 


61 


% identity 


97 


NCBI Description 


Zea mays copia-like retrotransposon Stl-14 leader 




partial sequence 


Seq. No. 


300704 


Seq. ID 


LIB3279-059-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g629846 


BLAST score 


233 


E value 


2.0e-19 


Match length 


49 


% identity 


88 


NCBI Description 


initiator-binding protein - maize >gi_483444_embj 




(X79086) initiator-binding protein [Zea mays] 


Seq. No. 


T A AT A C 

300705 


Seq. ID 


LIB3279-059-P1-K1-C9 


Method 


BLASTN 


NCBI GI , 


g2062705 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


1UU 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


300706 


Seq. ID 


LIB3279-059-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4469009 
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BLAST score 


163 


E value 


4.0e-18 


Match length 


99 


% identity 


54 


NCBI Description 


(AL035602) putative protein [Arabidopsis thaliana] 


Seq. No. 


300707 


Seq. ID 


LIB3279-059-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3123270 


BLAST score 


215 


E value 


1.0e-21 


Match length 


67 


% identity 


80 


NCBI Description 


40S RIBOSOMAL PROTEIN S4 (SCAR PROTEIN SS620) 




>gi_24 63335_emb_CAA75242_ (Y15009) ribosomal protein S4 




[Oryza sativa] 


Seq. No. 


300708 


Seq. ID 


LIB3279-059-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl870700 


BLAST score 


227 


E value 


4. 0e^l9 


Match length " 


60 


% identity 


75 


NCBI Description 


(U84116) cleavage stage histone H3 [Psammechinus miliaris] 


Seq. No. 


300709 


Seq. ID 


LIB3279-060-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3201541 


BLAST score 


292 


E value 


2.0e-26 


Match length 


111 


% identity 


52 


NCBI Description 


(AJ005077) TCTR2 protein [Lycopersicon esculentum} 


Seq. No. 


300710 


Seq. ID 


LIB3279-060-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g728777 


BLAST score 


238 


E value 


5.0e-20 


Match length 


61 


% identity 


70 


NCBI Description 


ACTIVATOR 1 36 KD SUBUNIT (REPLICATION FACTOR C 36 KD 




SUBUNIT) (Al 36 KD SUBUNIT) (RF-C 36 KD SUBUNIT) (RFC36) 




>gi_1498257 (L07540) replication factor C, 36-kDa subunit 




[Homo sapiens] 


Seq. No. 


300711 


Seq. ID 


LIB3279-060-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


305 


E value 


6.0e-28 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74. 

(AL021712) nifU-like protein [Arabidopsis thaliana] 
300712 

LIB3279-060-P1-K1-B2 

BLASTX 

g445612 

231 

3.0e-19 

56 
79 

ribosomal protein S19 [Solanum tuberosum] 
300713 

LIB3279-060-P1-K1-B7 

BLASTX 

g!171429 

337 

1.0e-31 

90 

68 

(U44028) CKC [Arabidopsis thaliana] 
300714 

LIB3279-060-P1-K1-F7 
BLASTN 
<gl657766 
39 

2.0e-12 

55 

95 

Zea mays retrotransposon Opie-2 5' LTR, primer binding 
site, gag gene, pol gene, complete cds, polypurine tract 
and 3' LTR 



Seq. No. 300715. 

Seq. ID * LIB3279-060-P1-K1-G1 

Method BLASTX 

NCBI GI g3738304 

BLAST score 263 

E value 6.0e-23 

Match length .80 

% identity 60 

NCBI Description (AC005309) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 300716 

Seq. ID LIB36-001-Q1-E1-C6 

Method BLASTX 

NCBI GI g!084479 

BLAST score 262 

E value 9.0e-23 

Match length 53 

% identity 98 

NCBI Description H+-transporting ATP synthase (EC 3.6.1.34) delta 'chain - 



maize (fragment) >gi_311237_emb_CAA4 6804_ (X66005) 
H (+) -transporting ATP synthase [Zea mays] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300717 

LIB36-001-Q1-E1-D2 

BLASTX 

g3021506 

538 

1.0e-63 

138 

92 

(X96727) 
tabacum] 



isocitrate dehydrogenase (NAD+) [Nicotiana 



300718 

LIB36-001-Q1-E1-F6 

BLASTX 

gll72818 

172 

8.0e-13 

48 

73 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 

300719 

LIB36-001-Q1-E1-H3 

BLASTX 

g3789952 

517 

1.0e-52 

129 

80 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300720 

LIB36-002-Q1-E1-B4 

BLASTX 

g4191348 

557 

2.0e-57 

125 

85 

(AF087661) NADH-ubiquinone oxidoreductase 42 kDa subunit 
[Homo sapiens] 

300721 

LIB36-002-Q1-E1-D12 

BLASTN 

g3093334 

37 

8.0e-12 

89 

85 

Homo sapiens mRNA from HIV-associated non-Hodgkin' s 
lymphoma (clone hl2-22) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300722 

LIB36-003-Q1-E1-B5 

BLASTX 

g3810596 

337 

1.0e-31 

105 
56 

(AC005398) reverse-transcriptase-like protein [Arabidops. 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300723 

LIB36-003-Q1-E1-D3 

BLASTN 

g3420038 

56 

6.0e-23 

165 

43 

Zea mays gypsy/Ty3-type retrotransposon Tekay, 
sequence 



complete 



Seq. No. 


300724 


Seq. ID 


LTB36-004-Q1-E1-A1 


Method 


BLASTN 


MpOT (IT 




BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA i 


Seq. No. 


300725 


Seq. ID 


LIB36-004-Q1-E1-C12 


Method 


BLASTX 


NCBI GI 


gll71579 


BLAST score 


207 


E value 


2.0e-16 


Match length 


69 


% identity 


55 


NCBI Description 


(X95342) cytochrome ] 


Seq. No. 


300726 


Seq. ID 


LIB36-004-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


g2191161 


BLAST score 


147 


E value 


2.0e-09 


Match length 


56 


% identity 


61 


NCBI Description 


(AF007270) contains : 




biosynthesis protein 




thaliana] 


Seq. No. 


300727 


Seq. ID 


LIB36-004-Q1-E1-F5 


Method 


BLASTN 



27A6-1 



P450 [Nicotiana tabacum] 



(SW:P35620) [Arabidopsis 
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NCBI GI 


g2062705 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


300728 


Seq.. ID 


LIB36-004-Q1-E1-H4 


Method ' 


BLASTX 


NCBI GI 


g4240035 


BLAST score 


397 


E value 


1.0e-38 


Match length 


112 


% identity 


70 


NCBI Description 


(AB018588) ZmGRlb [Zea mays] 


Seq. No. 


300729 


Seq. ID 


LIB36-005-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


170 


E value 


4.0e-12 


Match length 


95 * 


% identity 


48 


NCBI Description 


(M58656) pyruvate, orthophosphate dikinase [Zea 


Seq. No. 


300730 


Seq. ID 


LIB36-005-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g3193330 


BLAST score 


172 


E value 


3.0e-12 


Match length 


73 


% identity 


42 


NCBI Description 


(AF069299) contains similarity to Medicago sat; 




(GB:L22305) [Arabidopsis thaliana] 


Seq. No. 


300731 


Seq. ID 


LIB36-006-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


gl20670 


BLAST score 


404 


E value 


1.0e-39 


Match length 


77 


% identity 


100 



NCBI Description 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ {XI 55 96) GAPDH [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST s.core 
E value 



300732 

LIB36-006-Q1-E1-E8 

BLASTX 

gl26737 

151 

3.0e-20 
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Match, length 

% idehtity 

NCBI Description 



84 
70 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR 
(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 

>gi_65939jpir DEZMMX malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1 
precursor, chloroplast - maize >gi_168528 
NADP-dependent malic enzyme (EC 1.1.1.40) 



(MALIC ENZYME) 



1.1.40) 
(J05130) 
[Zea mays] 



Seq. No. 


300733 


Seq. ID 


LIB36-006-Ql-El^Fll 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


218 


E value 


9.0e-18 


Match length 


80 


% identity 


54 


NCBI Description 


(U86018) photosystem II 10 kDa 


Seq. No. 


300734 


Seq. ID 


LIB36-006-Q1-E1-G3 


Method 


BLASTX 


NCBI GI 


g2345154 


BLAST score 


322 


E value 


4.0e-30 


Match length 


70 


% identity 


86 


NCBI Description 


(AF015522) ribsomal protein S4 


Seq. No. 


300735 


Seq. ID 


LIB36-006-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


gll5786 


BLAST score 


174 


E value 


4.0e-13 


Match length 


46 


% identity 


85 - 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI .^Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

300736 

LIB36-007-Q1-E1-A1 

BLASTX 

g3063471 

303 

1.0e-27 

95 

58 

(AC003981) F22013.33 [Arabidopsis thaliana] 
300737 

LIB36-007-Q1-E1-C4 

BLASTX 

g2677824 

196 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI *GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-15 

96 

44 

(U93164) abscisic stress ripening protein homolog [Prunus 
armeniaca] 

300738 

LIB36-008-Q1-E1-A2 

BLASTX 

g902525 

463 

2.0e-46 
125 
78 

(U29160) ubiquitin fusion protein [Zea mays] 

>gi_1589387_prf 2211240A ubiquitin fusion p 

mays] 



protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300739 

LIB36-008-Q1-E1-C8 

BLASTN 

g22356 

118 

5.0e-60 

196 

91 

Maize mRNA for light-harvesting chlorophyll a/b binding 
protein LHCP 

300740 

LIB36-008-Q1-E1-E5 

BLASTX 

gl31225 

218 

4.0e-18 

60 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605j?ir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgare] 

300741 

LIB36-008-Q1-E1-F11 

BLASTX 

gll5771 

277 

6.0e-25 

59 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb__CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 



300742 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB36-008-Q1-E1-F2 

BLASTX 

gll5815 

329.. . 

8.6e-31 

84 

75 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

300743 

LIB36-009-Q1-E1-C3 

BLASTX 

gll4551 

726 

3.0e-77 

147 

99 

ATP SYNTHASE . BETA CHAIN >gi_67833_pir PWZMB 

H+-transporJting ATP synthase (EC 3.6.1.34) beta chain - 
maize chloroplast >gi_552732 (J01421) coupling factor 
beta-subunit [Zea mays] >gi_902229_emb_CAA60293_ (X86563) 
ATPase beta subunit [Zea mays] 

300744 

LIB36-009-Q1-E1-D11 

BLASTX 

g2642154 

272 

6.0e-24 
110 
4 6 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 

300745 

LIB36-009-Q1-E1-F12 

BLASTX 

g4416302 

281 

1.0e-25 

67 

84 

(AF105716) copia-type pol polyprotein [Zea mays] 
300746 

LIB36-009-Q1-E1-F3 

BLASTX 

g4587597 

319 

2.0e-29 

89 

61 
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NCBI . Description 



(AC006951) putative MAP kinase phosphatase [Arabidopsis 
thaliana] 





300747 


Seq. ID 


LIB36-010-Q1-E1-A12 


Method 


BLASTN 


NCBI GI 


g433459 


BLAST score 


135 


E value 


5.0e-70 


Match length 


161 


% identity 


97 


NCBI Description 


Z.mays mRNA for f erredoxin-thioredoxin reductase 


Seq. No. 


300748 


Seq. ID 


LIB36-010-Q1-E1-B12 


Method 


BLASTN 


NCBI GI 


gl255218 


BLAST score 


138 


-E value 


9.0e-72 


Match length 


234 


% identity 


91 


NCBI Description 


Zea mays blue-light photoreceptor-like mRNA 


Seq. No. 


300749 


Seq. ID 


LIB36-010-Q1-E1-C3 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


190 


E value 


1.0e-102 


Match length 


254 


% identity 


94 


NCBI Description 


Z.mays complete chloroplast genome 


Seer. No. 


300750 


Seq. ID 


LIB36-010-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g2 6687 42 


BLAST score 


376 


E value 


4.0e-36 


Match length 


86 


% identity 


87 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea 


Seq. No. 


300751 


Seq. ID 


LIB36-010-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


g3885896 


BLAST score 


192 


E value 


9.0e-15 


Match length 


101 


% identity 


49 


NCBI Description 


(AF093636) plastocyanin precursor [Oryza sativa] 


Seq. No. 


300752 


Seq. ID 


LIB36-010-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g4544402 
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BLA^T qrorp 


403 


E value 


3.0e-39 ' . 


Match length 


149 


% identity 


58 


NCBI Description 


(AC007047) putative leucine rich repeat protein 




[Arabidopsis thaliana] 


Seq. No. 


300753 


Seq. ID 


LIB36-010-Q1-E1-F7 


Method 


BLASTX 


NCBI GI 


g3218550 


BLAST score 


163 


E value 


4.0e-ll 


Match length 


75 


% identity 


40 


NCBI Description 


(AB009399) Cdk-activating kinase lAt [Arabidopsis thaliana] 


Seq. No. 


300754 


Seq. ID 


LIB36-011-Q1-E1-A11 


Method 


BLASTX 


NCBI GI 


a4581156 


BLAST score 


139 


E value 


5.0e-09 


Match length 


58 


% identity 


50 , 


NCBI Description 


(AC006919) putative pyruvate kinase [Arabidopsis thaliana] 


Seq. No. 


300755 


Seq. ID 


LIB36-011-Q2-E2-A10 


Method 


BLASTX 


NCBI GI 


g2244987 


BLAST score 


150 


E value 


1.0e-09 


Match length 


50 


% identity 


54 


NCBI Description 


(Z97340) similarity to protein kinase - slime mold 




(Dictyostelium) [Arabidopsis thaliana] 


Seq. No. 


300756 


Seq. ID- 


LIB36-011-Q2-E2-A11 


Method 


BLASTX 


NCBI GI 


gll74845 


BLAST score 


398 


E value 


1.0e-38 


Match length 


88 


% identity 


80 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 




LIGASE 2) (UBIQUITIN CARRIER PROTEIN) 




>gi_101070_pir S12529 ubiquitin-conjugating enzyme rhp6 - 




fission yeast (Schizosaccharomyces pombe) 




>gi_929893_emb_CAA90592_ (Z50728) ubiquitin-conjugating 




enzyme *e2-17 kd [Schizosaccharomyces pombe] 


Seq. No. 


300757 


Seq. ID 


LIB36-011-Q2-E2-A12 


Method 


BLASTX 


NCBI GI 


g3327033 
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fn 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



440 

1.0e-43 

148 

61 

(Z68198) 40S ribosomal protein [Schizosaccharomyces pombe] 
300758 

LIB36-011-Q2-E2-A7 

BLASTX 

g!708366 

145 

4.0e-09 

64 

45 

HEXOKINASE >gi_1041966_bbs_168854 (S78714) 
hexokinase=hexose-phosphorylating enzyme [Schwanniomyces 
occidentalis, CBS819, ATCC2322, Peptide, 478 aa] 
[ Debar yomyces occidentalis] 

300759 

LIB36-011-Q2-E2-A8 

BLASTX 

g4406372 

310 

2.0e-28 

139 

47 

(AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 

300760 

LIB36-011-Q2-E2-B1 

BLASTX 

g4506635 

448 

2.0e-44 

124 

69 

ribosomal protein L32 >gi_132886_sp_P02433_RL32_HUMAN 60S 

RIBOSOMAL PROTEIN L32 >gi_71335_pir R5HU32 ribosomal 

protein L32 - human >gi_71336_pir R5MS32 ribosomal protein 

L32 - mouse >gi_71337j?ir R5RT32 ribosomal protein L32 - 

rat >gi_36132_emb_CAA27048_ (X03342) rpL32 (aa 1-135) [Homo 
sapiens] >gi_57117_emb_CAA29777_ (X06483) ribosomal protein 
L32 [Rattus norvegicus] >gi_200781 (K02060) ribosomal 

protein L32-3A [Mus musculus] >gi_226004_prf 1405339A 

ribosomal protein L32 [Rattus norvegicus] 

300761 

LIB36-011-Q2-E2-B12 

BLASTX 

g2443753 

352 

3.0e-33 

128 

54 

(AF020346) pyridoxal kinase [Rattus norvegicus] 



42362 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3007 62 - 

LIB36-011-Q2-E2-B4 

BLASTX 

g4406378 

210 

1.0e-16 
77 

51, 

(AF109913) plasma* membrane H+-'ATPase [Pichia angusta] 
300763 

LIB36-011-Q2-E2-B7 

BLASTX 

gl749582 

469 

5.0e-47 

150 

57 

(D89187) similar to Saccharomyces cerevisiae hypothetical 
TRP-ASP repeats containing protein in MDS1-SWP1 intergenic 
region, SWISS-PROT Accession Number P40217 
[Schizosaccharomyces pombe] 

300764 

LIB36-011-Q2-E2-B8 

BLASTX 

gll9119 

340 

7.0e-32 

106 

60 

ENOYL-COA HYDRATASE, MITOCHONDRIAL PRECURSOR (SHORT CHAIN 
ENOYL-COA HYDRATASE) (SCEH) (ENOYL-COA HYDRATASE 1) 

>gi_92216j?ir S06477 enoyl-CoA hydratase (EC 4.2.1.17) 

precursor, mitochondrial - rat >gi_56072_emb_CAA34080_ 
(X15958) precursor polypeptide (AA -29 to 261) [Rattus 

norvegicus] >gi_227489_prf 1704377A enoyl-CoA hydratase 

[Rattus norvegicus] 

300765 

LIB36-011-Q2-E2-B9 

BLASTX 

g3122971 

224 

3.0e-18 

68 

54 

PROBABLE TRNA 

(5-METHYLAMINOMETHYL-2-THIOURIDYLATE) -METHYLTRANSFERASE 
>gi_2388924_emb_CAB11659_ (Z98977) hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300766 

LIB36-011-Q2-E2-C10 

BLASTX 

gll68328 



42363 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402 

4.0e-39 

130 

58 

ACTIN-LIKE PROTEIN 3 >gi_629878_pir S48844 actin-like 

protein - slime mold (Dictyostelium discoideum) 

>gi_2130164_pir S69002 actin-like protein - slime mold 

(Dictyostelium discoideum) >gi_56334 6_emb_CAA8 6553_ 
(Z46418) actin-like protein [Dictyostelium discoideum] 

300767 

LIB36-011-Q2-E2-C12 

BLASTX 

gl33978 

550 

2.0e-56 

147 

70 

40S RIBOSOMAL PROTEIN S6 ( PHOSPHOPROTEIN NP33) - 

->gi_70932_pir R3RTS6 ribosomal protein S6 - rat 

>gi_70933_pir R3MS6 ribosomal protein S6 - mouse 

>gi_319910_pir R3HU6 ribosomal protein S6 - human 

>gi_36148_emb_CAA47719_" : (X67309) ribosomal protein S6 [Homo 
sapiens] >gi_54010_emb_CAA68430_ (Y0034 8) ribosomal protein 
S6 [Mus musculus] >gi_206747 (M29358) ribosomal protein S6 
[Rattus norvegicus] >gi_307393 (M77232) ribosomal protein 
S6 [Homo sapiens] >gi_1177549_emb_CAA90936_ (Z54209) rpS6 
[Mus musculus] 

300768 

LIB36-011-Q2-E2-C2 

BLASTX 

g2499017 

455 

2.0e-45 

118 

69 

ALPHA, ALPHA-TREHALOSE- PHOSPHATE SYNTHASE (UDP- FORMING) 1 
( TREHALOSE- 6- PHOSPHATE SYNTHASE) 

(UDP-GLUCOSE-GLUCOSEPHOSPHATE GLUCO S Y LT RAN SFE RASE) 
>gi_551471 (U07184) trehalose-6-phosphate synthase subunit 
1 [Aspergillus niger] 

300769 

LIB36-011-Q2-E2-C4 

BLASTX 

g4557467 

229 

7.0e-19 

111 

41 

Cockayne syndrome 1 protein >gi_3121917_sp_Q13216_CSA_HUMAN 
COCKAYNE SYNDROME WD-REPEAT PROTEIN CSA 

>gi_1362773_pir A57090 CSA protein - human >gi_975302 

(U28413) CSA protein [Homo sapiens] 



Seq. No. 



300770 



42364 



Seq. ID 


LIB36-011-Q2-E2-C6 


Method 


BLASTX 




al513298 


BLAST score 


238 


E value 


6.0e-20 


Match length 


129 


% identity 


35 


NCBI Description 


(U66526) AbcA [Dictyostelium discoideum] 


Seq. No. 


3007-71 


Seq. ID 


LIB36-011-Q2-E2-C8 


Method 


BLASTX 


NCBI GI 


g3204175 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


101 


% identity 


39 


NCBI Description 


(AJ006405) prostaglandin-D synthase [Gallus gallus] 


Seq. No. 


300772 


Seq. ID 


LIB36-011-Q2-E2-C9 


Method 


BLASTX 


NCBI GI 


g3334494 


BLAST score - 


523 


E valnp 


2.0e-53 


Match length 


140 


.% identity 


74 


NCBI Description 


40S RIBOSOMAL PROTEIN Sll >gi_2388954_emb_CAB11687_ 




(Z98979) 40s ribosomal protein sll [Schizosaccharomyce, 




pombe] 


Seq. No. 


300773 


Seq. ID 


LIB36-011-Q2-E2-D1 


Method 


BLASTX 




a478005 


BLAST score 


293 


E value 


2.0e-26 


Match length 


121 


% identity 


50 


NCBI Description 


profilin-IB - Acanthamoeba sp. (tentative sequence) 


Seq. No. 


300774 


Seq. ID 


LIB36-011-Q2-E2-D12 


Method 


BLASTX 


NCBI GI 


al82403 


BLAST score 


352 


E value 


3.0e-33 


Match length ' 


125 


% identity 


51 


NCBI Description 


(M74090) TB2 [Homo sapiens] 


Seq. No. 


300775 


Seq. ID 


LIB36-011-Q2-E2-D5 


Method 


BLASTX 


NCBI GI 


g3023751 


BLAST score 


320 


E value 


2.0e-29 



42365 



Match length 

% identity 

NCBI Description 



133 

30 " " 

70 KD PEPTIDYLPROLYL ISOMERASE ( PEPT IDYL PROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_107 6772 jpir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 

>gi_854 626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 

[Triticum aestivum] 



£n 

m 



±=2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300776 

LIB36-011-Q2-E2-D6 
BLASTX 
g2414627 
269 

6.0e-24 

92 

58 

(Z99259) 40s ribosomal protein [Schizosaccharomyces pombe] 
300777 

LIB36-011-Q2-E2-D7 

BLASTX 

gll4517 

422 

2.0e-41 

120 

71 

ATP SYNTHASE ALPHA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_67811_pir PWHUA H+-transporting ATP synthase (EC 

3.6.1.34) alpha chain precursor - human 

>gi_28938_emb_CAA41789_ (X59066) H { + ) -transporting ATP 
synthase [Homo sapiens] >gi_344 68_emb_CAA4 6452_ (X654 60) 
ATP synthase alpha subunit [Homo sapiens] 
>gi_559317_dbj_BAA05672_ (D28126) ATP synthase alpha 
subunit [Homo sapiens] >gi_559325_dbj_BAA03531_ (D14710) 
inport precursor of human ATP synthase alpha subunit [Homo 

sapiens] >gi_1090507jprf 2019238A ATP 

synthase :SUBUNIT=alpha [Homo sapiens] 

300778 

LIB36-011-Q2-E2-D8 

BLASTX 

g3947746 

211 

1.0e-16 

132 

33 

(AJ009960) DNA photolyase [Trichoderma harzianum] 
300779 

LIB36-011-Q2-E2-E2 

BLASTX 

g600159 

361 

2.0e-34 

93 

78 

(U17362) elongation factor 2 [Cricetulus griseus] 



42366 



* 



Seq. No. 


300780 




Seq. ID 


LIB36-011- 


Q2-E2-E3 




DJ_u"lO 1 A 




NCBI GI 


g3643267 




BLAST score 


169 




E value 


5.0e-24 




Match length 


125 




% identity 


52 




NCBI Description 


(AF090443) 


catalas< 


Seq. No. 


300781 




Seq. ID 


LIB36-011- 


Q2-E2-E8 


Method 


BLASTX 




NCBI GI 


g2160185 




BLAST score 


199 




E value 


2.0e-15 




Match length 


76 




% identity 


51 




NCBI Description 


(AC000132) 


Similar 



[Arabidopsis thaliana] 



S. pombe ISP4 (gbJD83992) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300782 

LIB36-011-Q2-E2-F10 

BLASTX 

gl749752 

442 

7.0e-44 

148 

60 

(D89272) similar to Saccharomyces cerevisiae T-complex 
protein l,theta subunit, SWISS-PROT Accession Number P47079 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300783 

LIB36-011-Q2-E2-F11 

BLAST N 

g2618602 

64 

2.0e-27 

306 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis- thaliana] 

300784 s 

LIB36-011-Q2-E2-F8 

BLASTX 

g!34509 

165 

2.0e-ll 

68 

50 

SIS1 PROTEIN >gi_101623_pir A39660 heat shock protein SIS1 

- yeast (Saccharomyces cerevisiae) >gi_4 474_emb_CAA41366_ 
(X58460) SIS1 protein [Saccharomyces cerevisiae] 
>gi_1301824_emb_CAA95866_ (Z71283) ORF YNL007c 



42367 



[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300785 

LIB36-011-Q2-E2-F9 

BLASTX 

g4160343 

247 

5.0e-21 

151 

38 

(AL035216) similar to rat synaptic glycoprotein sc2 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300786 

LIB36-011-Q2-E2-G11 

BLASTX 

gll5390 

173 

3.0e-12 

127 

37 

SQUIDULIN (OPTIC LOBE CALCIUM- BINDING PROTEIN) (SCABP) 

>gi_102715_pir A33353 calcium-binding protein - squid 

(Watasenia scintillans) 



Seq. No. 


300787 


Seq. ID 


LIB36-011-Q2-E2-G3 


Method 


BLASTX 


NCBI GI 


g4029330 


BLAST score . 


279 


E value 


7.0e-25 


Match length 


89 


% identity 


57 


NCBI Description 


(Y16743) ketol-acid 


Seq. No. 


300788 


Seq. ID 


LIB36-011-Q2-E2-G7 


Method 


BLASTX 


NCBI GI 


g98110 


BLAST score 


382 


E value 


8.0e-37 


Match length 


129 


% identity 


56 


NCBI Description 


alpha-amylase (EC 3, 




>gi_3 941 2_emb_CAA4 3 : 




circulans] 


Seq. No. 


300789 


Seq. ID 


LIB36-011-Q2-E2-H4 


Method 


BLASTX 


NCBI GI 


gl35399 


BLAST score 


440 


E value 


1.0e-43 


Match length 


109 


% identity 


73 



E2] 



NCBI Description 



TUBULIN ALPHA- 1 CHAIN >gi_100716_pir S20758 tubulin 

alpha-1 chain - rice >gi_20379_emb_CAA77988_ (Z11931) alpha 



42368 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 tubulin [Oryza sativa] >gi_1136124_emb_CAA62918_ (X91808) 
alfa-tubulin [Oryza sativa] 

300790 

LIB36-011-Q2-E2-H5 

BLASTX 

g3152297 

606 

4.0e-63 

150 

75 

(Y17297) 6-phosphogluconate dehydrogenase [Cunninghamella 
elegans] 

300791 

LIB36-011-Q2-E2-H8 

BLASTX 

g3860277 

395 

2.0e-38 

130 

59 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AADl5604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

300792 

LIB36-012-Q1-E1-A10 

BLASTX 

gl31388 

235 

9.0e-20 

74 

78 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



300793 

LIB36-012-Q1-E1-B10 

BLASTX 

g2129454 

155 

3.0e-10 

41 

33 

chlorophyll a/b-binding protein (clone GC18 and others) - 
Euglena gracilis (var. bacillaris) (fragment) 
>gi_510388_emb_CAA43633_ (X61361) light harvesting 
chlorophyll a /b binding protein of PSII [Euglena gracilis] 

300794 

LIB36-012-Q1-E1-D6 



42369 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3024018 

344 

1.0e-32 

79 

84 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_154 6919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 





Seq. No. 


300795 




Seq. ID 


LIB36-012-Q1-E1-D8 




Method 


BLASTX 




NCBI GI 


g4580461 




BLAST score 


244 




E value 


1.0e-20 




Match length 


97 




% identity 


51 




NCBI Description 


(AC006081) unknown protein 




Seq. No. 


300796 




Seq. ID 


LIB36-012-Q1-E1-F3 




Method 


BLASTX 


o 


NCBI GI 


gl33726 




BLAST score 


181 




E value 


7.0e-14 




Match length 


34 


s 


% identity 


100 




NCBI Description 


CHLOROPLAST 30S RIBOSOMAL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein Sll - rice chloroplast 
>gi_12019_emb_CAA33980_ (X15901) ribosomal protein Sll 

[Oryza sativa] >gi_226640_prf 1603356BP ribosomal protein 

Sll [Oryza sativa] 

300797 

LIB36-013-Q1-E1-B2 " 

BLASTX 

g3800853 

226 

3.0e-19 

53 

87 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 

300798. 

LIB36-013-Q1-E1-B9 

BLASTX 

gll2994 

236 

2.0e-20 

46 

100 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 



42370 



ABA-inducible gene protein [Zea mays]' 

>gi_226091j>rf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300799 

LIB36-013-Q1-E1-C4 

BLASTN 

g22312 

128 

5.0e-66 

167 

94 

Maize ABA-inducible gene for glycine-rich protein 
abscisic acid) 



( ABA = 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300800 

LIB36-013-Q1-E1-C9 

BLASTX 

gl076336 

342 

3.0e-32 

125 

58 

hypothetical protein HI. If lk - Arabidopsis thaliana 
(fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300801 

LIB36-013-Q1-E1-E10 

BLASTN 

g3821780 

36 

5.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. . 300802 

Seq. ID LIB36-013-Q1-E1-F1 

Method BLASTN 

NCBI GI g596079 

BLAST score 120 

E value 3.0e-61 

Match length 120 

% identity 100 

NCBI Description Zea mays thiamine biosynthetic enzyme (thil-2) mRNA, 
complete cds 

Seq. No. 300803 

Seq. ID LIB36-013-Q1-E1-F6 

Method BLASTN 

NCBI GI g606814 

BLAST score 64 

E value 1.0e-27 

Match length 170 

% identity 97 

NCBI Description Zea mays Golden Bantam carbonic anhydrase mRNA, complete v - 
cds 



42371 



Seq. No. 


300804 


Seq. ID 


LIB36-0'l3-Ql-El-G10 


Method 


BLASTX 


NCBI GI 


gl708993 


BLAST score 


425 


E value 


5.0e-42 


Matrh lencrth 


99 


% identity 


82 


NCBI Description 


CYSTATHIONINE BETA- LYASE" PRECURSOR (CBL) 




( BE T A- C YS T AT H I ONAS E ) (CYSTEINE LYASE) 




>gi 2129567j?ir S61429 cystathionine beta-lyase (EC 




4.4.1.8) - Arabidopsis thaliana >gi_704397 (L40511) 




cystathionine beta-lyase [Arabidopsis thaliana] 


Seq. No. 


300805 


Seq. ID 


LIB36-014-Q1-E1-A8 


I JG L11UU 




NCBI GI 


gll22317 


BLAST score 


208 


E value 


2.0e-16 


Match length 


69 


% identity 


64 


NCBI Description 


(X94193) heat shock protein 17.9 [Pennisetum glaucum] 


Seq. No. 


300806 


Seq. ID 


LIB36-014-Q1-E1-B12 


Method 


BLASTN 


MfOT (IT 




BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Human sodium phosphate transporter (NPT4) mRNA, complete 




cds 


Seq. No. 


300807 


Seq. ID 


LIB36-014-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


g2980793 


BLAST score 


189 


E value 


3.0e-14 


Match length 


60 


% identity 


58 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


300808 


Seq. ID 


LIB36-014-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


gl708993 


BLAST score 


208 


E value 


1.0e-16 


Match length 


76 


% identity 


54 


NCBI Description 


CYSTATHIONINE BETA-LYASE PRECURSOR (CBL) 




(BETA-CYSTATHIONASE) (CYSTEINE LYASE) 




>gi_2129567_pir S61429 cystathionine beta-lyase (EC 



42372 



4.4.1.8) - Arabidopsis thaliana >giJ704397 (L40511) 
cystathionine beta-lyase [Arabidopsis thaliana] 





Sea. No. 


300809 




Seq. ID 


LIB36-015-Q1-E1-A4 




Method 


BLASTX 




NCBI GI 


g4585972 




BLAST score 


209 




E value 


9.0e-17 




Match length 


113 




% identity 


35 




NCBI Description 


(AC005287) Putative ATPase [Arabidops. 




Seq. No. 


300810 




Seq. ID 


LIB36-015-Q1-E1-B4 




Method 


BLASTX 




NCBI GI 


g3885886 




BLAST score 


545 


l j 


E value 


6.0e-56 


& 


Match length 


105 




% identity 


92 


fr:" 


NCBI Description 


(AF093631) RiesJce Fe-S precursor prot< 


=c 


Sea. No. 


300811 


: m s 


Seq. ID 


LIB36-015-Q1-E1-C1 


: ; 


Method 


BLASTN 


: 


NCBI GI 


g829147 


r" 


BLAST score 


120 




E value 


3.0e-61 


3 


Match length 


183 


G3 


% identity 


92 


N= 


NCBI Description 


Z.mays gene for cyclophilin 


P 


Seq. No. 


300812 


o 


Seq. ID 


LIB36-015-Q1-E1-C2 




Method 


BLASTX 




NCBI GI 


g548603 




BLAST score 


152 




E value 


2.0e-10 




Match length 


53 




% identity 


62 




NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300813 

LIB36-015-Q1-E1-C5 

BLASTN 

g2062705 

36 

6.0e-ll 

48 

67 

Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 



300814 



42373 



f=3 



Seq. ID 


LIB36-015-Q1-E1-F2 • 


Method 


BLASTX 






BLAST score 


157 


E value 


4.0e-13 


Match length 


71 


% identity 


61 


NCBI Description 


(249698) orf [Ricinus communis] 


Seq. No. 


300815 ^ 


Seq. ID 


LIB36-015-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g294845 




X 1 -J 


E value 


6.0e-13 


Match length 


58 


% identity 


57 


NCBI Description 


(L13655) membrane protein [Saccharum hybrid 




H65-7052] 


Seq. No. 


300816 


Seq. ID 


LIB36-015-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g312179 ' 


BLAST score 


240 


E value 


3.0e-20 


Match length 


95 - 


% identity 


55 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

300817 

LIB36-016-Q1-E1-C12 

BLASTN 

g559531 

57 

9.0e-24 

105 

89 

Z.mays mRNA for cysteine proteinase 
300818 

LIB36-016-Q2-E2-D11 

BLASTX 

g2062169 

290 

5.0e-26 

123 

44 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



300819 

LIB36-016-Q2-E2-D12 



42374 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2062169 

141 

6.0e-09 

34 

65 

(AC001645) 
thaliana] 



ABC transporter (PDR5-like) isolog [Arabidopsis 



Seq-. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID „ 

Method ■'"*■•' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



300820 

LIB36-017-Q1-E1-B3 

BLASTX 

gl707928 

358 

5.0e-34 

87 

84 

GLUCOSE-1-PHOSPHATE ADENYLYLTRANSFERASE LARGE SUBUNIT 2 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) (ALPHA-D-GLUCOSE-1- PHOSPHATE 

ADENYL TRANSFERASE) >gi_1076806_pir S49439 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) - 
maize >gi_558365_emb_CAA86227_ (Z38111) ADP-glucose 
pyrophosphorylase [Zea mays] 

300821 

LIB36-017-Q1-E1-B4 

BLASTN 

g2832242 

76 

5.0e-35 

160 

87 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
300822 

LIB36-017-Q1-E1-C1 

BLASTN 

g3819189 

44 

2.0e-15 
76 

91 r . 
Hordeum vulgare partial mRNA; clone cMW(S0654 

300823 

LIB36-017-Q1-E1-F10 

BLASTX 

g4468817 

207 

2.0e-16 

44 

84 

(AL035601) putative protein [Arabidopsis thaliana} 
300824 

LIB36-017-Q1-E1-F7 



42375 



Method 


BLASTX . 


NCBI GI 


gll5786 


BLAST score 


686 


E value 


2.0e-72 ' 




132 


% identity 


95 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 


(CAB) (LKCP) >gi 82680 pir A29119 chlorophyll a/b-binding 




protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 




mays] 


Seq. No. 


300825 


Seq. ID 


LIB36-017-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


g2997591 


DT ACT 1 cpnro 


299 


E value 


4.0e-27 


Match length 


63 


% identity 


90 


NCBI Description 


(AF020814) glucose- 6-phbsphate/phosphate-translocator 




precursor [Pisum sativum] 


Seq. No. 


300826 


Seq. ID 


LIB36-017-Q1-E1-H8 


Method 


BLASTN 


vrnpT PT 


go 1J.ZOO 


BLAST score 


71 


E value 


1.0e-31 


Match length 


119 


% identity 


92 


NCBI Description 


Z.mays mRNA for ATPase (delta subunit) 


Seq. No. 


300827 


Seq. ID 


LIB36-018-Q1-E1-D3 


Method 


BLASTX 




y Z SOU / t y 


BLAST score 


252 


E value 


7 . Oe-22 


Match length 


84 


% identity 


60 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


300828 


Seq. ID 


LIB36-018-Q1-E1-D6 


Method 


BLASTX 




rrl R71 1 87 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


42 


% identity 


74 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300829 


Seq. ID 


LIB36-018-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g22378 


BLAST score 


174 



42376 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-93 

182 

99 

Z.mays gene for nucleic acid binding protein 
300830 

LIB36-018-Q1-E1-F9 

BLASTX 

g464981 

248 

3.0e-21 

47 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L237 62) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 


300831 


Seq. ID 


LIB36-018-Q1-E1-G3 


Method 


BLASTX 


NCBI GI 


gl209756 


BLAST score 


171 


E value 


.4.0e-12 


LI Cl ICll^ Lll 


40 


% identity 


75 


NCBI Description 


(U43629) integral membrane protein [Beta vulgaris] 


Seq. No. 


300832 


Seq. ID 


LIB36-018-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g3885896 


BLAST score 


169 


E value 


4.0e-12 


Match length 


72 


% identity 


51 


NCBI Description 


(AF093636) plastocyanin precursor [Oryza sativa] 


Seq. No. 


300833 


Seq. ID 


LIB36-018-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g4322323 


BLAST score 


180 


E value 


3.0e-13 


Match length 


116 


% identity 


34 


NCBI Description 


(AF080543) amino acid transporter [Nepenthes alata; 


Seq. No. 


300834 


Seq. ID 


LIB36-019-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


161 


E value 


8.0e-18 


Match length 


73 


% identity 


70 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - 



(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 



42377 



complex protein 1 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 



300835 

LIB36-019-Q1-E1-B9 

BLASTX 

gl31388 

329 

1.0e-30 

94 

81 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_2184 4_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300836 

LIB36-019-Q1-E1-D5 

BLASTX 

gll5786, 

358 

5.0e-34 

106 

71 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300837 

LIB36-019-Q1-E1-G12 

BLASTN 

g758352 

252 

1.0e-139 

287 

97 

Z.mays mRNA for cysteine synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300838 

LIB36-019-Q1-E1-H6 

BLASTX 

g3885886 

378 

2.0e-36 

99 

81 

(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300839 

LIB36-020-Q1-E1-A5 

BLASTX 

g2826844 

212 

6.0e-17 



42378 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
62 

(AJ002237) loxc homologue [Lycopersicon esculentum] 



300840 

LIB36-020-Q1-E1-A8 

BLASTX 

g3882356 

268 

1.0e-23 

103 

52 

(U92460) 12-oxophytodienoate reductase OPR2 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300841 

LIB36-020-Q1-E1-E2 

BLASTX 

g!709846 

323 

5.0e-30 

89 

43 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 

300842 

LIB36-020-Q1-E1-E8 

BLASTX 

g4585882 

661 

1.0e-69 

133 

89 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


300843 


Seq. ID 


LIB36-020-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


gl658313 


BLAST score 


360 


E value 


2.0e-34 


Match length 


98 


% identity 


39 


NCBI Description 


(Y08987) osr40g2 [Oryza sativa] 


Seq. No. 


300844 


Seq. ID 


LIB36-020-Q1-E1-G12 


Method 


BLAST N ' 


NCBI GI 


g902200 


BLAST score 


302 


E value 


1.0e-169 


Match length 


402 


% identity 


93 


NCBI Description 


Z.mays complete chloroplast genome 



42379 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300845 

LIB36-020-Q1-E1-G5 

BLASTX 

gll5771 

736 

2.0e-78 

141 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300846 

LIB36-021-Q1-E1-D2 

BLASTX 

gl261917 

285 

1.0e-25 

76 

66 

(X96979) lipid transfer protein 7a2b [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300847 

LIB36-021-Q1-E1-F4 

BLASTX 

g2911078 

145 

3.0e-09 

46 

61 

(AL021960) putative protein [Arabidopsis thaliana] 
300848 

LIB36-021-Q1-E1-G2 

BLASTX 

gl22022 

192 

9.0e-15 

86 

53 

HI STONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300849 

LIB36-021-Q1-E1-G5 

BLAST N 

gl617470 

186 

1.0e-100 

301 

91 

Z.diploperennis DNA 



for Grandel-4 retrotransposon 



42380 



Seq. No. 


300850 


Seq. ID 


LIB36-021-Q1-E1-G6 


Method 


BLASTN 




a3821780 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


49 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. „No. 


300851 


Seq. ID 


LIB36-022-Q1-E1-E3 


Method 


BLASTN 


NCBI GI 


gl673455 


BLAST score 


164 


E value 


2.0e-87 


Match length 


181 


% identity 


98 


NCBI Description 


Z.mays rubisco small subunit gene 



Seq. No. 


300852 


Seq. ID 


LIB36-022-Q1-E1-F7 


Method 


BLASTN 


NCBI GI 


.g236729 


BLAST score 


283 


E value 


1.0e-158 


Match length 


348 


% identity 


95 ' 


NCBI Description 


metallothionein homologue [Zea mays, Genomic /mRNA, 1859 


Seq. No. 


300853 


Seq. ID 


LIB36-022-Q1-E1-G5 


Method 


BLASTN 


NCBI GI 


g483411 


BLAST score 


229 


E value 


1.0e-126 


Match length 


354 


% identity 


96 


NCBI Description 


Zea Mays calmodulin-binding protein mRNA, 3 f end 


Seq. No. 


300854 


Seq. ID 


LIB36-022-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


gl32147 


BLAST score 


593 


E value 


1.0e-61 


Match length 


112 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_6808 9_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 



42381 



Seq. No. 


300855 


Seq. ID 


LIB83-001-Q1-E1-B11 


l v lCLUUU 


RLA<STX 


NCBI GI 


gl931639 


BLAST score 


498 


E value 


2.0e-50 


Match length 


141 


% identity 


66 


NCBI Description 


(U95973) lysophospholipase isolog [Arabidopsis thaliana; 


Seq. No. 


300856 


Seq. ID 


LIB83-001-Q1-E1-B12 


tut; Linju 




NCBI GI 


g236729 


BLAST score 


138 


E value 


9.0e-72 


Match length 


180 


% identity 


95 


NCBI Description 


metallothionein homologue [Zea mays, Genomic/mRNA, 1859 


Seq. No. 


300857 . . 


Seq. ID 


LIB83-001-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


gll72861 


BLAST score 


350 


E value 


2.0e-33 


Match length 


66 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 



(RUBISCO LARGE SUBUNIT) >gi_1363613_pir S58560 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
- maize chloroplast >gi_18036_emb_CAA78027_ (Z11973) 
Ribulose bisphosphate carboxylase [Zea mays] 
>gi_902230_emb_CAA60294_ (X86563) rubisco large subunit 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300858 ~\ 

LIB83-001-Q1-E1-G1 

BLAST N 

g311236 

80 

2.0e-37 

142 

89 

Z.mays mRNA for ATPase (delta subunit) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300859 

LIB83-001-Q1-E1-G3 

BLASTX 

g4415938 

193 

9.0e-21 

87 

56 

(AC006418) unknown protein [Arabidopsis thaliana] 



42382 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Oryza sativa] 



300860 

LIB83-002-Q1-E1-B9 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
300861 

LIB83-002-Q1-E1-C11 

BLASTX 

g3885886 

353 

2.0e-36 

94 

81 

(AF093631) Rieske Fe-S precursor protein 
300862 

LIB83-002-Q1-E1-D3 

BLASTN **- 

g3821780 

36 

1.0e-10 

46 

66 

Xenopus laevis cDNA clone 27A6-1 



300863 

LIB83-002-Q1-E1-E11 

BLASTX 

g4455323 

250 

2.0e-21 

124 

43 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 

300864 

LIB83-002-Q1-E1-E8 

BLASTX 

gll5771 

528 

5.0e-54 

117 

87 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X147 94) chlorophyll a/b-binding 



Seq. No. 
Seq. ID 



preprotein (AA 1 - 262) [Zea mays] 
.300865 

LIB83-002-Q1-E1-F4 



42383 



Method 


BLASTN 






BLAST score 


115 


E value 


4.0e-58 


Match length 


124 


% identity 


98 


NCBI Description 


Maize NADP 


Seq. No. 


300866 


Seq. ID 


LIB83-002H 


Method 


BLASTX 




a2827002 


BLAST score 


557 


E value 


2.0e-57 


Match length 


125 


% identity 


84 


NCBI Description 


(AF005993) 


Seq. No. 


300867 


Seq. ID 


LIB83-002-I 


Method 


BLASTX 


NCBI GI 


g3249064 


BLAST score ' . 


438 


E value 


2.0e-43 


Match length 


132 


% identity 


59 


NCBI Description 


(AC004473) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

300868 

LIB83-003-Q1-E1-A2 

BLASTX 

g266578 

241 

2.0e-20 

56 

77 

METALLOTHIONE IN-LIKE PROTEIN 1 >gi_100898_pir S17560 

metallothionein-like protein - maize >gi_236730Jbbs_57 629 
(S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57676_ (X82186) 
metallothionein- like protein [,Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays ] 

300869 

LIB83-003-Q1-E1-A6 

BLASTN 

g3821780 

36 

9.0e-ll . 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 



300870 



42384 



Seq. ID 


LIB83-0G.3-Q1-E1-C10 


Method : 


BLASTX ■*■■'■■ 


NCBI "GI 


g629669 


BLAST score 


152 


E value 


6.0e-10 


Match length 


102 


% identity 


38 


NCBI Description 


hypothetical protein - tomato 


Seq. No. 


300871 


Seq. ID 


LIB83-003-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


g3004565 


BLAST score 


215 


E value 


2.0e-17 


Match length 


67 


% identity 


60 


NCBI Description 


(AC003673) putative protein kinase [Arabidopsis thaliana 


Seq. No. 


300872 


Seq. ID 


LIB83-003-Q1-E1-E2 


Method 


BLASTX 


NCBI GI 


g4580461 


BLAST score 


612 


E value 


8.0e-64 


Match length 


142 


% identity 


81 


NCBI Description 


(AC006081) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300873 


Seq. ID 


LIB83-003-Q1-E1-F10 


Method 


BLASTX 


NCBI GI 


g4415937 


BLAST score 


240 


E value 


3.0e-20 


Match length 


83 


% identity 


59 


NCBI Description 


(AC006418) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


300874 


Seq. ID 


LIB83-003-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


gl31176 


BLAST score 


351 


E value 


3.0e-33 


Match length 


101 


% identity^ 


73 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV PRECURSOR 




(PHOTOSYSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 




>gi 72683_pir F1BH4 photosystem I chain IV precursor - 




barley >gi_19087_emb_CAA68782_ (Y00966) psa2 preprotein 




-46 to 101) [Hordeum vulgare] >gi_226163_prf 1413233A 




10.8kD photosystem I protein [Hordeum vulgare var. 




distichum] 


Seq. No. 


300875 


Seq. ID 


LIB83-003-Q1-E1-F6 



42385 



n 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g24 99931 
296 

9.0e-27 

77 

74 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 

>gi_2129534_pir S71272 adenine phosphoribosyltransf erase 

(EC 2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X96866) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 

300876 

LIB83-003-Q1-E1-H11 

BLASTX 

gll2994 

194 

8.0e-15 

46 

91 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091j?rf 1410284A abscisic acid inducible gene [Zea 

mays] 

300877 

LIB83-004-Q1-E1-G10 

BLASTX 

gl657851 

197 

4.0e-15 

49 

35 

(U73214) cold acclimation protein WCOR518 [Triticum 
aestivum] 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300878 

LIB83-004-Q1-E2-A11 

BLASTX 

gl!71864 

293 

2.0e-26 

81 

70 

NADH- UBIQUINONE OXIDOREDUCTASE SUBUNIT K 
>gi_902226_emb_CAA60290_ (X8 6563) ndhK [Zea mays] 

300879 

LIB83-004-Q1-E2-A2 

BLASTN 

gl575129 

97 

3.0e-47 

197 

87 



42386 



NCBI Description 



Zea mays lumenal binding protein cBiPeS iriRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300880 

LIB83-004-Q1-E2-C12 

BLASTX 

gl32819 

277 

1.0e-24 

67 
72 

50S RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR (CL24) 

>gi_71307_pir R5PM24 ribosomal protein L24 precursor, 

chloroplast - garden pea >gi_20873_emb_CAA32185_ (X14020) 
CL24 ribosomal preprotein (AA -39 to 155) [Pisum sativum] 



£0 
O 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300881 

LIB83-004-Q1-E2-G11 

BLASTX 

g481190 

198 

1.0e-15 

84 

54 

plastocyanin precursor - barley >gi_22705_emb_CAA68696_ 
(Y00704) plastocyanin precursor [Hordeum vulgare] 
>gi_431920_emb_CAA82201_ (Z28347) plastocyanin [Hordeum 
vulgare] 



Seq. No. 


300882 


Seq. ID 


LIB83-005-Q1-E1-B10 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


300883 


Seq. ID 


LIB83-005-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


g3297823 


BLAST score 


354 


E value 


1.0e-33 


Match length 


125 


% identity 


50 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana] 


Seq. No. 


300884 


Seq. ID 


LIB83-005-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


gl399183 


BLAST score 


279 


E value 


8.0e-25 


Match length 


98 


% identity 


65 


NCBI Description 


(U50739) Lycopene beta cyclase [Arabidopsis thaliana] 



42387 



Seq. No. 


300885 




Seq. ID 


LIB83-005-Q1- 


-E1-D2 


Method 


BLASTX 




NCBI GI 


g4585576 




BLAST score 


257 




E value 


8.0e-36 




Match length 


108 




% identity 


73 




NCBI Description 


(AF134051) fructose- 




tuberosum] 




Seq. No. 


300886 




Seq. ID 


LIB83-005-Q1- 


-E1-E5 


Method 


BLASTN 




NCBI GI 


g405634 




BLAST score 


191 




E value 


1.0e-103 




Match length 


207 




% identity 


99 




NCBI Description 


Z.mays zmcpt 


mRNA t: 


Seq. No. 


300887 




Seq. ID 


LIB83-005-Q1- 


-E1-E8 


Method 


BLASTX 




NCBI GI 


g3367519 




BLAST score 


537 




E value 


'5.0e-55 




Match length 


134 




% identity 


78 




NCBI Description 


(AC004392) Contains 



f ructose-1, 6-bisphosphatase precursor [Solanum 



Ca2+-independent phospholipase A2 from Rattus norvegicus, 
[Arabidopsis thaliana] 



Seq. No. 


300888 


Seq. ID 


LIB83-005-Q1-E1-F4 


Method 


BLASTX 


NCBI* GI 


g2460251 


BLAST score 


190 


E value 


2.0e-14 


Match length 


41 


% identity 


93 


NCBI Description 


(AF020791) ferrochelatase [Hordeum vulgare] 


Seq. No. 


300889 


Seq. ID 


LIB83-005-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


g3885896 


BLAST score 


354 


E value 


1.0e-33 


Match length 


106 


% identity 


67 


NCBI Description 


(AF093636) plastocyanin precursor [Oryza sativa 


Seq. No. 


300890 


Seq. ID 


LIB83-005-Q1-E1-H10 


Method 


BLASTX 



42388 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g2500130 
518 

8.0e-53 

l v 36 

73 

THIOREDOXIN REDUCTASE 2 (NADPH-DEPENDENT THIOREDOXIN 

REDUCTASE 2) (NTR 2) >gi_107 6358_pir S44026 thioredoxin 

reductase (NADPH) (EC 1.6.4.5) A - Arabidopsis thaliana 
(fragment) >gi_4 68524_emb_CAA80655_ (Z23108) NADPH 
thioredoxin reductase [Arabidopsis thaliana] 

300891 

LIB83-005-Q1-E1-H11 

BLASTX 

g4038043 

256 

4.0e-22 

110 

61 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 

300892 

LIB83-006-Q1-E1-A5 

BLASTX 

g2501190 

307 

6.0e-31 

106 

72 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 

300893 

LIB83-006-Q1-E1-E3 - 

BLASTX 

g3252866 

209 

1.0e-16 
116 

37 

(AF033535) putative zinc transporter [Arabidopsis thaliana] 
300894 

LIB83-006-Q1-E1-F7 

BLASTX 

g2696227 

438 

2.0e-43 

98 

84 

(D55711) chitinase [Oryza sativa] 
300895 

LIB83-006-Q1-E1-G9 



42389 



• £3 



Method . 


BLASTX 






BLAST score 


219 


E value 


8.0e-18 


Match length 


89 


% identity 


55 


NCBI Description 


(Y11988) FPF1 protein [Arabidopsis 


Seq-. No. 


300896 


Seq. ID 


LIB83-006-Q1-E1-H11 


Method 


BLASTX 


MPDT (IT 




BLAST score 


607 


E value 


3.0e-63 


Match length 


137 


% identity 


87 


NCBI Description 


(X92428) HOX1B protein [Zea mays] 


Seq. No. 


300897 


Seq. ID ' 


LIB83-007-Q1-E1-A10 


Method 


BLASTN 






BLAST score 


35 


E value 


3.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


300898 


Seq. ID 


LIB83-007-Q1-E1-A11 


Method 


BLASTX 


NCBI GI 


g3004555 


oLi/ioi score 




E value 


7.0e-09 


Match length 


135 


% identity 


27 


NCBI Description 


. (AC003673) similar to salt inducible 




thaliana] 


Seq. No. 


300899 


Seq. ID 


LIB83-007-Q1-E1-B7 


Method 


BLASTN 


HPOT (IT 




BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


300900 


Seq. ID 


LIB83-007-Q1-E1-C2 


Method 


BLASTN 


NCBI GI 


g4416300 


BLAST score 


132 


E value 


2.0e-68 


Match length 


178 


% identity 


48 



42390 



NCBI Description 



Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 



O G L£ • IN \J • 


300901 

*J \J \J \J J- 


Seq. ID 


LIB83-007-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


3.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


C aa- Ha 


300902 

«J \J \J J \J 


Seq. ID 


LIB83-007-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


156 


E value 


1.0e-10 


Match length 


63 


% identity 


56 


NCBI Description 


(U91995) Argonaute protein [Arabidopsis thaliana] 


Gfzrt Mo 


300903 


Seq. ID 


LIB83-007-Q1-E1-E7 


Method 


BLASTX 


NCBI GI 


g3885896 


BLAST score 


174 


E value 


1.0e-12 


Match length 


83 


% identity 


51 


NCBI Description 


■ (AF093636) plastocyanin precursor [Oryza sativa] 


Cpfi "Ma 


300904 


Seq. ID 


LIB83-007-Q1-E1-E8 


Method 


BLASTX 


NCBI GI 


g4539009 


BLAST score 


313 


E value. 


8.0e-29 


Match length 


102 


% identity 


56 


NCBI Description 


(AL049481) putative protein [Arabidopsis thaliana] 


Onn Ma 
Otrt£ • LNO • 


300Q0S 


Seq. ID 


LIB83-007-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g3242328 


BLAST score 


326 


E value 


7.0e-31 


Match length 


60 


% identity 


100 


NCBI Description 


(X98083) cinnamoyl-CoA reductase [Zea mays] 


Seq. No. 


300906 


Seq. ID 


LIB83-008-Q1-E1-B10 


Method 


BLASTN 


NCBI GI 


g3041776 



42391 





OLinO 1 o ^.kj J. c 






E value • 


1.0e-18 • * 




Match length 


93 




% identity 


88 




NCBI Description 


Oryza sativa mRNA for f ructose-1, 6-bisphosph; 






(plastidic isoform) , complete cds 




Seq. No. 


300907 




Seq. ID 


LIB83-008-Q1-E1-B4 




Method 


BLASTX 




NCBI GI 


g4504079 




BLAST score 


185 




E value 


8.0e-14 




Match length 


112 




% identity 


39 




NCBI Description 


UNKNOWN >gi_2706632_dbj_BAA24035_ (AB006969) 






sapiens] 


1™ 


Seq. No. 


300908 




Seq. ID 


LIB83-008-Q1-E1-E1 




Method 


BLASTN 


y = 

m 


NPRT (IT 


crl816587 


ss 


BLAST score 


61 . 




E value 


3.0e-26 


□ 


Match length 


61 




% identity 


100 


01 


NCBI Description 


Zea mays L0N2 protease (LON2) mRNA, complete 


r : 


Seq. No. 


300909 




Seq. ID 


LIB83-008-Q1-E1-E12 




Method 


BLASTX 




NPRT HT 


alOOll 11 


H 


BLAST score 


152 


£=! 


E value 


6.0e-10 




Match length 


115 


L-J 


% identity 


30 




NCBI Description 


(D64001) hypothetical protein [Synechocystis 




Seq. No. 


300910 




Seq. ID 


LIB83-008-Q1-E1-G6 




Method 


BLASTN 




NPRT GT 






BLAST score 


38 




E value 


6.0e-12 




Match length 


122 




% identity 


83 




NCBI Description 


Oryza sativa aie2 mRNA, partial cds 




Seq. No. 


300911 




Seq. ID 


LIB83-008-Q1-E1-H10 




Method 


BLASTN 




NCBI -GI 


g3821780 




BLAST score 


35 




E value 


4.0e-10 




Match length 


35 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



hGAAl [Homo 



42392 



Seq. No. 


300912 


Seq. ID 


LIB83-008-Q1-E1-H12 


Method 


BLASTX 


MPOT (IT 


a3643610 


BLAST score 


353 


E value 


1.0e-33 


Match length 


75 


% identity • 


88 


NCBI Description 


(AC005395) putative serine/threonine protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


300913 


Seq. ID 


LIB83-008-Q1-E1-H6 


Mof Vir*iH 


RT.ASTX 


NCBI GI 


g2217970 


BLAST score 


189 


E value 


3.0e-14 


Match length 


134 


% identity 


13 


NCBI Description 


(Z97074) p40 [Homo sapiens] 


Seq. No. 


300914 


Seq. ID 


LIB83-009-Q1-E1-D11 . 


Method 


BLASTX 




y 4L udz lo / 


BLAST score 


284 


E value 


2.0e-25 


Match length 


104 


% identity 


54 


NCBI Description 


(AC001645) Proline-rich protein APG isolog [Arabidopsis 




thaliana] 


Seq. No. 


300915 


Seq. ID 


LIB83-009-Q1-E1-E10 


i v ie L.noa 




NCBI GI 


g4544415 


BLAST score 


196 


E value 


4.0e-15 


Match length 


109 


% identity 


39 


NCBI Description 


(AC006955) putative polyprotein [Arabidopsis thaliana] 


Seq. No. 


300916 


Seq. ID 


LIB83-009-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


g4415919 


BLAST score 


200 


E value 


8.0e-16 


Match length 


56 


% identity 


70 



.NCBI Description (AC006282) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300917 

LIB83-009-Q1-E1-E3 

BLASTN 

g2668741 



42393 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 

2.0e-63 

244 

88 

Zea mays glycine-rich RNA binding protein (GRP) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300918 

LIB83-009-Q1-E1-G8 

BLASTN 

g4 33660 9 

311 

1.0e-175 

376 

96 

Zea mays sigma factor (sig3) mRNA, nuclear gene encoding 
chloroplast protein, complete cds 



Seq. No. 


300919 




Seq. ID 


LIB83-009-Q1-E1-H9 




Method 


BLASTN 




NCBI GI 


g2326946 




BLAST score 


55 




E value 


4.0e-22 




Ma "hoVi 1 pn rrt" Y\ 


126 




% identity 


93 




NCBI Description 


Z.mays mRNA for chlorophyll 


a/b- 


Seq. No. 


300920 




Seq. ID 


LIB83-010-Q1-E1-A11 




Method 


BLASTX 




NCBI GI 


gl707364 




BLAST score 


144 




E value 


4.0e-ll 




Match length 


50 




% identity 


76 




NCBI Description 


(X94626) AATP2 [Arabidopsis 


thal 


Seq. No. 


300921 




Seq. ID 


LIB83-010-Q1-E1-A5 




Method 


BLASTX 




NCBI GI 


g3643599 




BLAST score 


540 




E value 


2.0e-55 




Match length 


137 




% identity 


74 




NCBI Description 


(AC005395) putative trytophanyl- 




[Arabidopsis thaliana] 




Seq. No. 


300922 




Seq. ID 


LIB83-010-Q1-E1-F4 




Method 


BLASTX . 




NCBI GI 


g3252866 




BLAST score 


189 




E value 


3.0e-15 




Match length 


74 




% identity 


61 





42394 



NCBI Description (AF033535) putative zinc transporter [Arabidopsis thaliana] 



Seq. No. 300923 

Seq. ID LIB83-010-Q1-E1-G7 

Method BLASTX 

NCBI GI g2244996 

BLAST score 191 

E value 2.0e-14 

Match length 44 

% identity 77 

NCBI Description (Z97341) similarity to. a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



300924 

LIB83-011-Q1-E1-A11 

BLASTX 

g2088651 

232 

2.0e-19 

118 

47 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

300925 

LIB83-011-Q1-E1-A4 

BLASTX 

gll70660 

255 

5.0e-22 

79 

65 

MEVALONATE KINASE (MK) >gi_54 1880_pir S42088 mevalonate 

kinase (EC 2.7.1.36) - Arabidopsis thaliana 
>gi_456614_emb_CAA54820_ (X77793) mevalonate kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300926 

LIB83-011-Q1-E1-B1 

BLASTX 

g549986 

185 

2.0e-22 

78 

72 

(U13149) 
ciliare] 



possible apospory-associated protein [Pennisetum 



Seq. No. 300927 

Seq. ID LIB83-011-Q1-E1-D9 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 8.0e-ll 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 



42395 





Seq. No. 


300928 




Seq. ID 


LIB83-011-Q1-E1-F4 




wetnoa 






" NCBI GI 


g3608137 




BLAST score 


182 




E value 


2.0e-13 




Match length 


73 




% identity 


48 




NCBI Description 


(AC005314) unknown protein [Arabidopsis thai; 




Seq. No. 


300929 




Seq. ID 


LIB83-011-Q1-E1-F6 






DJunO 1 IN 




NCBI GI 


g3821780 




BLAST score 


36 




E value 


9.0e-ll 




Match length 


36 


ri 


% identity 


100 


~=? 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


y ; 


Seq. No. 


300930 


fft 


Seq. ID 


LIB83-011-Q1-E1-F8 




neunou. 


■ D J-iriO 1 A 




NCBI GI 


gl653230 


g„ f, 


BLAST score 


158 


s 


E value 


1.0e-10 


=sM 


Match length 


55 


2 


_ % identity 


60 


M> 
f=l 


NCBI Description 


(D90912) hypothetical protein [Synechocystis 


tl 


Seq. No. 


300931 


.SSL 


Seq. ID 


LIB83-011-Q1-E1-G11 




Method 


BLASTX 




NCBI GI 


g3426035 




BLAST score 


153 




E value 


4.0e-10 




Match length 


45 




% identity 


62 




NCBI Description 


(AC005168) putative ripening-associated proti 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300932 

LIB83-012-Q1-E1-A7 : \ 

BLASTX 

gl655536 

160 

5.0e-ll 

69 

48 

(Y09095) chloride channel [Arabidopsis thaliana] 
>gi_1742957_emb_CAA96059_ (Z71447) CLC-c chloride channel 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



300933 

LIB83-012-Q1-E1-B4 
BLASTX 



42396 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq'. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4557657 
165 

2.0e-ll 

101 

35 

immature colon carcinoma transcript 1 

>gi_2136011j?ir S63540 protein DS 1, 24K - human 

>gi_1045059_emb_CAA57387_ (X81788) ICT1 protein [Homo 
sapiens] 

300934 

LIB83-012-Q1-E1-C5 

BLAST N 

g3821780 

36 

1.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
300935 

LIB83-012-Q1-E1-C9 

BLASTX 

g2224810 

394 

2.0e-38 

105 

70 

(Z97022) cysteine proteinase [Hordeum vulgare] 
300936 

LIB83-012-Q1-E1-D6 

BLASTX 

gl323748 

240 

3.0e-20 

122 

47 

(U32430) thiol protease [Triticum aestivum] 
300937 

LIB83-012-Q1-E1-F7 

BLASTX 

g2760836 

191 

2.0e-14 

75 

51 

(AC003105) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300938 

LIB83-012-Q1-E1-G1 

BLASTX 

g3451473 

146 

3.0e-09 



42397 



Match length 
% identity . 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

57 ,\ "> 

(AL03134 9) 4-nitrophenylphosphatase [Schizosaccharomyces 
pombe] 

300939 

LIB83-012-Q1-E1-G10 

BLASTX 

g4467128 

221 

4.0e-18 

112 

46 

(AL035538) putative protein [Arabidopsis thaliana] 
300940 

LIB83-013-Q1-E1-A3 

BLASTX 

g2213611 

155 

3.0e-10 
115 

30 . 

(AC000103) F21J9.5 [Arabidopsis thaliana] 
300941 

LIB83-013-Q1-E1-B8 

BLASTX 

g3608412 

369 

2.0e-35 

118 

59 

(AF079355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 

300942 

LIB83-013-Q1-E1-B9 

BLASTN 

g3821780 

36 

4.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
300943 

LIB83-013-Q1-E1-D5 ' 

BLASTX 

gll70949 

158 

1.0e-10 

105 

34 

SERINE/THREONINE- PROTEIN KINASE MHK >gi_481207jpir S38327 

protein kinase - Arabidopsis thaliana >gi_166811 (L07249) 
protein kinase [Arabidopsis thaliana] 



42398 



Seq. No. 300944 

Seq. ID LIB83-013-Q1-E1-E10 

Method BLASTX 

NCBI GI g3201680 

BLAST score 24 6 

E value 4.0e-21 

Match length 90 

% identity 57 

NCBI Description (AF060941) extra-large G-protein [Arabidopsis thaliana] 

Seq. No. 300945 

Seq. ID LIB83-013-Q1-E1-E11 

Method BLASTX 

NCBI GI g2809246 

BLAST score 363 

E value 1.0e-34 

Match length 119 

% identity 56 

NCBI Description (AC002560) F2401.15 [Arabidopsis thaliana] 

Seq. No. 300946 

Seq. ID \ LIB83-013-Q1-E1-E12 

Method BLASTN 

NCBI GI gl68527 

BLAST score 130 

E value . 4.0e-67 

Match length 144 

% identity 98 

NCBI Description Maize NADP-dependent malic enzyme (Mel) mRNA, . complete cds 

Seq. No. 300947 

Seq. ID LIB83-013-Q1-E1-F6 

Method BLASTX 

NCBI GI gl497987 

BLAST score 548 

E value 2.0e-56 

Match length 133 

% identity 79 

NCBI Description (U62798) SCARECROW [Arabidopsis thaliana] 

Seq. No. 300948 

Seq. ID LIB83-013-Q1-E1-H4 

Method BLASTX 

NCBI GI g2961383 

BLAST score 216 

E value 1.0e-17 

Match length 4 6 

% identity 85 

NCBI Description (AL022141) putative protein [Arabidopsis thaliana] 

Seq. No. 300949 

Seq. ID LIB83-014-Q1-E1-B8 

Method BLASTX 

NCBI GI g3212866 

BLAST score 153 

E value 5.0e-10 
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Match length 


64 


% identity 


53 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300950 


Seq. ID 


LIB83-014-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


g4262146 


BLAST score 


154 


E valiue 


4.0e-10 


Match length 


111 


% identity 


32 


NCBI Description 


(AC005275) predicted protein of unknown function 




[Arabidopsis thaliana] 


Seq. No. 


300951 


Seq. ID 


LIB83-014-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


gl32918 


BLAST score 


202 


E value 


8.0e-16 




56 


% identity 


79 - 


NCBI Description 


50S RIBOSOMAL PROTEIN L35, CHLOROPLAST PRECURSOR (CL35) 




>gi_81486_pir A36107 ribosomal protein L35 precursor, 




chloroplast - spinach >gi_170139 (M60449) ribosomal protein 




L35 [Spinacia oleracea] 


Seq. No. 


300952 ' , : 


Seq. ID 


LIB83-014-Q1-E1-D6 


Method 


BLASTN 


Ll v_< I_) -L \J J- 


all S9878 


BLAST score 


48 


E value 


7.0e-18 


Match length 


80 


% identity 


90 


NCBI Description 


A.fatua mRNA for DNA-binding protein (clone ABF2) 


Seq. No. 


300953 


Seq. ID 


LIB83-014-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g4115388 




488 


E value 


3.0e-4 9 


Match length . 


133 


% identity 


68 


NCBI Description 


(AC005967) putative prolylcarboxypeptidase [Arabidopsis 




thaliana] 


Seq. No. 


300954 


Seq. ID 


LIB83-014-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g4099921 


BLAST score 


209 


E value 


9.0e-17 


Match length 


72 


% identity 


54 
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NCBI Description 



(U91982) EREBP-3 homolog [Stylosanthes hamata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300955 

LIB83-014-Q1-E1-E2 

BLASTX 

g4376637 

195 

5.0e-15 

134 

34 

(AE001620) tyrosyl tRNA Synthetase 



[Chlamydia pneumoniae] 



300956 

LIB83-015-Q1-E1-A11 

BLASTX 

g2642158 

292 

2.0e-26 

79 

68 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
300957 

LIB83-015-Q1-E1-C6 

BLASTX 

g825756 

157 

2.0e-10 

71 

51 

(U12391) 
pSport2] 



beta-galactosidase alpha peptide [Cloning vector 



300958 

LIB83-015-Q1-E1-C8 

BLASTX 

g3334150 

146 

3.0e-09 

43 

67 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR 

(MG-PROTOPORPHYRIN IX CHELATASE) >gi_2129847_pir JC4312 

chlorophyll magnesium chelatase (EC 4.99.-.-) - soybean 
chloroplast >gi_1732469_dbj_BAA08291_ (D45857) Mg chelatase 
subunit (46 kD) [Glycine max] 

300959 

LIB83-015-Q1-E1-D11 

BLASTN 

g296593 

52 

3.0e-20 

72 

93 

H. vulgare pZE40 gene 



42401 



Seq. No. 300960 

Seq. ID LIB83-015-Q1-E1-G12 

Method BLASTX 

NCBI GI g602292 

BLAST score 217 

E value 1.0e-17 

Match length 93 

% identity 54 

NCBI Description (U17987) RCH2 protein [Brassica napus] 

Seq. No. 300961 

Seq. ID LIB83-015-Q1-E1-G6 

Method BLASTX 

NCBI GI g2406563 

BLAST score 356 

E value 8.0e-34 

Match length 139 

% identity 18 

NCBI Description (U62897) carboxypeptidase D precursor [Rattus norvegicus] 

Seq. No. 300962 

Seq. ID LIB83-015-Q1-E1-H1 

Method BLASTX 

' NCBI GI g3355474 

BLAST score 284 

E value 2.0e-25 

Match length 92 

% identity 59 

NCBI Description (AC004218) unknown protein [Arabidopsis thaliana] 

Seq. No. 300963 

Seq. ID LIB83-016-Q1-E1-C1 

Method BLASTX 

NCBI GI g2213632 

BLAST score 4 98 

E value 2.0e-50 

Match length 127 

% identity . 67 

NCBI Description (AC000103) F21J9.24 [Arabidopsis thaliana] 

Seq. No. 300964 

Seq. ID LIB83-016-Q1-E1-C2 

Method BLASTX 

NCBI GI g483410 

BLAST score 195 

E value 6.0e-15 

Match length 74 

% identity 57 

NCBI Description (L01496) calmodulin-binding protein [Zea mays] 

Seq. No. 300965 

Seq. ID LIB83-016-Q1-E1-H6 

Method BLASTX 

NCBI GI gl838961 

BLAST score 284 

E value - 2.0e-25 

Match length 112 



42402 



% identity 

NCBI Description 



62 

(Y10994) acyl carrier protein [Casuarina glauca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300966 

LIB84-001-Q1-E1-A4 

BLASTX 

g4056456 

258 

2. Oe-22 

74 

70 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA395179 come from this gene. [Arabidopsis thaliana] 



Lis 



Seq. No. 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



300967 

LIB84-001-Q1-E1-E9 

BLASTX 

g3024440 

217 

4.0e-20 

76 

72 

PROTEASOME DELTA CHAIN PRECURSOR (MULT I CATALYTIC 
ENDOPEPTIDASE COMPLEX DELTA CHAIN) 

>gi_1743356_emb_CAA70699_ (Y09505) proteasome delta subunit 
[Nicotiana tabacum] 



Seq. No. 


300968 


Seq. ID 


LIB84-001 


Method 


BLASTX 


NCBI GI 


g2673913 


BLAST score 


200 


E value 


2.0e-15 


Match length 


128 


% identity 


37 


NCBI Description 


{AC002561 


Seq. No. 


300969 


Seq. ID 


LIB84-003 


Method 


BLASTX 


NCBI GI 


g4139264 


BLAST score 


157 


E value 


2.0e-13 


Match length 


69 


% identity 


61 


NCBI Description 


(AF111812 


Seq. No. 


300970 


Seq. ID 


LIB84-003 


Method 


' BLASTX 


NCBI GI 


gl652591 


BLAST score 


201 


E value 


1.0e-15 


Match length 


66 


% identity 


56 
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NCBI Description 



(D90906) chloroplast import-associated channel IAP75 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300971 

LIB84-003-Q1-E1-C10 

BLASTX 

gll5771 

412 

1.0e-40 

80 

93 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300972 

LIB84-003-Q1-E1-D12 

BLASTX 

g3335355 

162 

1.0e-ll 

45 

24 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 



Seq. No. 


300973 


Seq. ID 


LIB84-003-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g4220592 


BLAST score 


364 


E value 


9.0e-35 


Match length 


141 


% identity 


53 


NCBI Description 


(AB010086) nicotianamine synthase 1 [Hordeum vulgare] 


Seq. No. 


300974 


Seq. ID 


LIB84-003-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g4455287 


BLAST score 


184 


E value 


7.0e-14 


Match length 


61 


% identity 


61 


NCBI Description 


(AL035527) putative protein [Arabidopsis thaliana] 


Seq. No. 


300975 


Seq. ID 


LIB84-003-Q1-E1-F10 


Method 


BLASTN 


NCBI GI 


gl2474 


BLAST score 


114 


E value 


3.0e-57 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



282 
86 

Zea mays chloroplast tV-UAC gene for transfer RNA-Val (UAC) 
'300976 

LIB84-003-Q1-E1-G11 

BLASTX 

g3377950 

326 

2.0e-30 

113 

55 

(AJ009830) cysteine proteinase precursor, AN11 [Ananas 
comosus] 

300977 

LIB84-003-Q1-E1-G7 

BLASTX 

g!877221 

267 " 

2.0e-23 

109 

51 

(Z83834) Mlo [Hordeum vulgare] >gi_2894377_emb_CAA74 909 . 1_ 
(Y14573) Mlo protein [Hordeum vulgare] 

300978 

LIB84-003-Q1-E1-H10 

BLASTN 

g902200 

156 

2.0e-82 

354 

99 

Z.mays complete chloroplast genome 
300979 

LIB84-004-Q1-E1-A2 

BLASTX 

gl32147 

326 

2.0e-30 

90 

72 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512jprf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 

300980 

LIB84-004-Q1-E1-A5 
BLASTX 



42405 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3024762 
166 

4.0e-16 

130 

41 

TRNA PSEUDOURIDINE SYNTHASE B (TRNA PSEUDOURIDINE 55 
SYNTHASE) (PSI55 SYNTHASE) ( PSEUDOURIDYLATE SYNTHASE) 
(URACIL HYDROLYASE) >gi_2624315_emb_CAA15588_ (AL008967) 
truB;.- [Mycobacterium tuberculosis] 



Seq. No. 


300981 


Seq. ID 


LIB84-004-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


432 


E value 


1.0e-42 


Match length 


86 


% identity 


98 


NCBI Description 


(AF034945) glycine- 


Seq. No. 


300982 


Seq. ID 


LIB84-004-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


g-fe'52200 


BLAST score 


185 


E value 


2.0e-14- 


Match length 


69 


% identity 


75 


NCBI Description 


CHLOROPLAST TRIOSE 



>gi_480909j?ir S37497 triose 

phosphate/3-phosphoglycerate/phosphate translocator - maize 
>gi_405635_emb_CAA81349_ (Z26595) triose 
phosphate/phosphate translocator [Zea mays] 



Seq. No. 


300983 


Seq. ID 


LIB84-004-Q1-E1-D9 


Method 


BLASTN 


NCBI GI 


gl9090 


BLAST score 


46 


E value 


1.0e-16 


Match, length 


98 


% identity 


87 


NCBI Description 


H.vulgare PsaG mRNA 


Seq. No. 


300984 


Seq. ID 


LIB84-004-Q1-E1-F3 


Method 


BLASTN 


NCBI GI 


g596077 


BLAST score 


114 


E value 


2.0e-57 


Match length 


298 


% identity ' 


85 


NCBI Description 


Zea mays thiamine b: 




complete cds 


Seq. No. 


300985 


Seq. ID 


LIB84-004-Q1-E1-F7 



42406 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3152613 

271 

7.0e-24 

127 

41 

(AC004482) 



hypothetical 



protein 



[Arabidopsis 



thaliana] 



300986 

LIB84-004-Q1-E1-G12 

BLASTX 

g3925363 

379 

1.0e-43 

127 

76 

(AF067961) homeodomain protein [Malus domestica] 
300987 

LIB84-005-Q1-E1-E10 

BLASTX 

g4508077 

177 

2.0e-13 

49 

65 

(AC005882) 62114 [Arabidopsis thaliana] 
300988 

LIB84-005-Q1-E1-F12 

BLASTX 

g4455309 

223 

3.0e-18 

70 
61 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
300989 

LIB84-005-Q1-E1-F7 
BLASTX . 
g4115536 
345 

1.0e-32 & 

121 

57 

(AB012115) UDP-glycose:flavonoid glycosyltransf erase [V 
mungo] 

300990 

LIB84-006-Q1-E1-A3 

BLASTX 

gl800219 

327 

7.0e-31 

81 

78 



42407 



NCBI Description 



(U56731) phytochrome C [Sorghum bicolor] 



Seq. No. 


300991 


C orr T Pi 




Method 


BLASTX 


NCBI GI 


g4454472 


BLAST score 


169 


E value 


2.0e-12 


Match length 


54 


% identity 


57 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300992 


Seq. ID 


LIB84-006-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


gll74745 


BLAST score 


262 


E value 


4.0e-23 




/ o 


% identity 


73 


NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 




>gi_1363523_pir S53761 triose-phosphate isomerase (EC 




5.3.1.1) precursor, chloroplast - rye 




>gi 609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 




[Secale cereale] >gi_1095494_prf 2109226B triosephosphate 




isomerase [Secale cereale] 


Seq. No. 


300993 


Seq. ID 


LIB84-006-Q1-E1-E6 


Method 




NCBI GI 


g4006872 


BLAST score 


266 


E value 


2.0e-23 


Match length 


95 


% identity 


52 


NCBI Description 


(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


300994 


Can m 


LID04 UUO "J 


Method 


BLASTX 


NCBI GI 


g3290006 


BLAST score 


315 


E value 


4.0e-29 


Match length 


73 


% identity 


77 


NCBI Description 


(U82201) pathogenesis related protein-5 [Zea mays] 


Seq. No. 


300995 


Seq. ID 


LIB84-008-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g2505870 


BLAST score 


333 


E value 


4.0e-31 


Match length 


76 


% identity 


82 


NCBI Description 


(Y12227) hypothetical protein [Arabidopsis thaliana] 



42408 





Seq. No. 


300996 




Seq. ID 


LIB84-008-Q1-E1-A9 




Method 


BLASTX 


NCBI GI 


g2244876 




BLAST score 


222 




E value 


9.0e-19 




Match length 


112 




% identity 


50 




NCBI Description 


(297338) hypothetical protein [Arabidopsis ■ 




Seq. No. 


300997 




Seq. ID 


LIB84-008-Q1-E1-B12 




Method 


BLASTN 




NCBI GI 


g902200 




BLAST score 


78 




E value 


8.0e-36 




Match length 


141 


D 


% identity 


90 




NCBI Description 


Z.mays complete chloroplast genome 


a s : 

ffs 


Seq. No. 


300998 




Seq. ID 


LIB84-008-Q1-E1-G11 




Method 


BLASTX : 


3 — H 


NCBI GI 


g4185141 


s 


BLAST score 


410 


en 


E value 


4.0e-40 




Match length 


122 •• 




% identity 


67 




NCBI Description 


(AC005724) putative calmodulin-binding prot< 






thaliana] 



Seq. No. 


300999 


Seq. ID 


LIB84-008-Q1tE1-G4 


Method 


BLASTX 


NCBI GI 


g4191779 


BLAST score 


259 


E value 


2.0e-22 


Match length 


132 


% identity 


44 


NCBI Description 


(AC005917) putative recA protein [Arabidopsis 


Seq. No. 


301000 


Seq. ID 


LIB84-010-Q1-E1-C4 


Method 


BLASTN 


NCBI GI 


g5091496 


BLAST score 


44 


E value 


2.0e-15 


Match length 


48 


% identity 


98 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone 



complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301001 

LIB84-010-Q1-E1-D7 

BLASTN 

g998429 



42409 



oixftoi score 


*3 a 


E value 


9.0e-ll 


Match length 


64 


% identity 


89 


NCBI Description 


GRFl=general regulatory factor [Zea mays, XL80, Genomic 




5348 nt] 


Seq. No. 


301002 


Seq. ID 


LIB84-011-Q1-E1-C8 


Method 


BLASTX 


VTpOT {IT 


(jL6iOJ / o 


BLAST score 


220 


E value 


7.0e-18 


Match length 


87 


% identity 


51 


NCBI Description 


(Z86094) plastid protein [Arabidopsis thaliana] 


Seq. No. 


301003 


Seq. ID 


LIB84-011-Q1-E1-F9 


Method 


BLASTX 


NCBI GI 


g4512684 * 


BLAST score 


160 


E value 


O • Uc J. -L 


Match length 


76 


% identity 


47 


NCBI Description 


(AC006931) unknown protein [Arabidopsis thaliana] 




>gi_4559324_gb_AAD22986.1_AC007087_5 (AC007087) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


301004 


Seq. ID 


LIB84-012-Q1-E1-C9 


Method 


BLASTN 




rtO ^£7 9 Q 


BLAST score 


69 


E value 


8.0e-31 


Match length 


126 


% identity 


89 


NCBI Description 


metallotnionein homologue [Zea mays, Genomic/mRNA, 1859 


Seq. No. 


301005 


Seq. ID 


LIB84-012-Q1-E12-D5 


Method 


BLASTN 


NCBI GI 


g2668739 




/ 0 


E value 


8.0e-36 


Match length 


192 


% identity 


93 


NCBI Description 


Zea mays translation initiation factor GOS2 (TIF) mRNA, 




complete cds 


Seq. No. 


301006 


Seq. ID 


LIB84-012-Q1-E12-E4 


Method 


BLASTX 


NCBI GI 


g417103 


BLAST score 


184 


E value 


5.0e-16 


Match length 


89 



42410 



% identity ,57 

NCBI Description HISTONE. H3 . 2 , MINOR >gi_282871 _pir S24346 hi stone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 • 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >giJ.435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB3891,7 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


301007 


Seq. - ID 


LIB84-013-Q1-E1-D10 




O lino X /i. 


NCBI GI 


g4262183 


BLAST score 


283 


E value 


2.0e-25 


Match length 


71 


% identity 


77 


NCBI Description 


(AC005508) 51434 [Arabidopsis thaliana] 


Seq. No. 


301008 


Seq. ID 


LIB84-013-Q1-E1-F2 


Method 


BLASTX 


NCBI GI 


g3281861 


BLAST score 


182 


E value 


2.0e-13 


Match length 


116 


% identity 


32 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


301009 


Seq. ID 


LIB84-013-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


g3643605 


BLAST score 


176 


E value 


9.0e-13 


Match length 


67 


% identity 


52 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301010 


Seq. ID 


LIB84-013-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g3650028 


BLAST score 


375 


E value 


4.0e-36 



42411 



Match length 

% identity 

NCBI Description 



104 
62 

(AC005396) putative 22 kDa' peroxisomal membrane protein 
[Arabidopsis thaliana] 



Seq. No. 


301011 


Seq. ID 


LIB84-013- 


Method 


BLASTX 


NCBI GI 


g2832643" 


BLAST score 


300 


E value 


2.0e-27 


Match length 


93 


% identity 


61 


Vyf 1 Q T Ho o p y i t-\ -J- i y-vf^ 
INL/DX L/cbCiipLlUIl 


l AT D91 1 1 0 


Seq. No. 


301012 


Seq. ID 


LIB84-013- 


Method 


BLASTX 


NCBI GI 


gl653665 


BLAST score 


219 


E value 


8.0e-18 


Match length 


130 


% identity 


37 


NCBI Description 


(D90915) ] 


Seq. No. 


301013 


Seq. ID 


LIB84-013 


Method 


BLASTX 


NCBI GI 


g4099914 


BLAST score 


216 


E value 


2.0e-17 


Match length 


83 


% identity 


54 


NCBI Description 


(U91857) . 




homolog [; 


Seq. No. 


301014 


Seq. ID 


LIB84-013 


Method 


BLASTX 


NCBI GI 


gll5786 


BLAST score 


333 


E value 


3.0e-31 


Match length 


82 


% identity 


79 



-H6 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

301015 

LIB84-014-Q1-E1-A1 

BLASTN 

g2062691 

37 

2.0e-ll 

37 

100 



42412 



NCBI Description 



Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301016 

LIB84-014-Q1-E1-C6 

BLASTX 

g2494893 

392 

5.0e-38 

100 

64 

CHROMATIN ASSEMBLY FACTOR 1 P48 SUBUNIT (CAF-1 P48 SUBUNIT) 
(RETINOBLASTOMA BINDING PROTEIN P48) 

{ RETINOBLASTOMA- BINDING PROTEIN 4) >gi_2137734_pir 14 9366 

retinoblastoma-binding protein mRbAp48 - mouse >gi_1016275 
(U35141) retinoblastoma-binding protein mRbAp48 [Mus 

musculus] >gi_1585656_prf 2201 4 25A retinoblastoma-binding 

protein [Mus musculus] 



Li * 



Seq. No. 


301017 


Seq. ID 


LIB84-014-Q1-E1-D9 


Method 


BLAST N 


NCBI GI 


g4176423 


BLAST score 


53 


E value 


5.0e-21 






% identity 


93 


NCBI Description 


Oryza sativa rpll2-i 




L12, complete cds 


Seq. No. 


301018 


Seq. ID 


LIB84-014-Q1-E1-G7 


Method 


BLAST N 


NCBI GI 


g2446997 


BLAST score 


111 


E value 


1.0e-55 


Match length 


292 


% identity 


91 


NCBI Description 


Zea mays FAD 7 gene ; 


Seq. No. 


301019 


Seq. ID 


LIB84-015-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g4582468 


BLAST score 


209 


E value 


1.0e-32 


Match length 


101 


% identity 


76 


NCBI Description 


(AC007071) putative 




C-terminal domain [1 


Seq. No. 


301020 


Seq. ID 


LIB84-015-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


g3377762 


BLAST score 


390 


E value 


8.0e-38 



complete cds 



40S ribosomal protein; contains 



42413 



Match length • 
% identity. % 
NCBI Description 



# 

129 

63 . 

(AF079850) nodule-enhanced malate dehydrogenase [Pisum 
sativum] 



Seq. No. 


301021 




Seq. ID 


LIB84-015-Q1-E1-C6 




Method 


BLASTX 




NCBI GI 


g3738329 




BLAST score 


381 




E value 


9.0e-37 




Match length 


95 




% identity 






NCBI Description 


(AC005170) unknown protein [Arabidopsis 


thaliana] 


Seq. No. 


301022 




Seq. ID 


LIB84-015-Q1-E1-F6 




Method 


BLASTX 




NCBI GI 


g2664210 




BLAST score 


380 




E value 


1.0e-36 




Match length 


79 




% identity 


90 




NCBI Description 


(AJ222644) asparaginyl-tRNA synthetase 


[Arabidopsis 




thaliana] 




Seq. No. 


301023 




Seq. ID 


LIB84-015-Q1-E1-H5 




Method 


BLASTX 




NCBI GI 


g!076800 




BLAST score 


340 




E value 


5.0e-32 




Match length 


118 





% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_j)rf 2111423A ascorbate 

peroxidase [Zea mays] 

301024 

LIB84-016-Q1-E1-E8 

BLASTX 

g2459446 

264 

5.0e-23 

135 

43 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301025 

LIB84-016-Q1-E1-F2 

BLASTX 

gll5815 

518 

6.0e-53 
105 



42414 



% identity 

NCBI .Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I ' PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

301026 

LIB84-016-Q1-E1-G9 

BLASTN 

g607147 

54 

4.0e-22 

66 

95 

P.abies (L.)Karst. Lhcbl*l mRNA for light-harvesting 
chlorophyll a/b-binding protein 

301027 

LIB84-017-Q1-E1-A6 

BLASTX 

g2425066 

153 

1.0e-10 

61 

49 

(AF019147) cysteine proteinase Mir3 [Zea mays] 
301028 

LIB84-017-Q1-E1-B6 

BLASTX 

g2407279 

213 

4.0e-17 

101 

50 

(AF017362) aldolase [Oryza sativa] 



301029 

LIB84-017-Q1-E1-C11 

BLASTN 

g22324 

42 

9.0e-15 
110 ■ 
85 

Z.mays mRNA for H2B histone 



(clone CH2B221) 



301030 

LIB84-017-Q1-E1-F2 

BLASTX 

g4455248 

271 

7.0e-24 

77 

74 

(AL035523) acyl carrier-like protein [Arabidopsis thaliana] 



42415 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity" 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301031 

LIB84-021-Q1-E1-A8 

BLASTN 

g4140643 

52 

2.0e-20 

108 

87 

Zea mays 
complete 



cosmid II.'2E10 
sequence 



22-kDa alpha zein gene cluster, 



301032 

LIB84-021-Q1-E1-B1 

BLASTX 

g2828292 

411 

2.0e-40 

121 

68 

(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 

301033 

LIB84-021-Q1-E1-B5 

BLASTX 

g4505337 

146 

8.0e-10 

69 

52 

nucleotide binding protein 1 (E.coli MinD like) 
>gi_1709232_sp_P53384_NBP_HUMAN NUCLEOT I DE-BINDING PROTEIN 

(NBP) >gi_1082661_pir JC4010 nucleotide-binding protein - 

human >gi_515644 (U01833) putative nucleotide-binding 
protein [Homo sapiens] 

301034 

LIB84-021-Q1-E1-F12 

BLASTX 

g531467 

304 

7.0e-28 

119 

52 

(U12977) similar to glycerol-3-phosphate-dehydrogenase, 
GenBank Accession Number U00039, and Swiss-Prot Accession 
Number P13706 [Pseudomonas lemoignei] 

301035 

LIB84-022-Q1-E1-G12 

BLASTX 

g2632254 

396 

8.0e-39 

95 

83 



42416 



NCBI Description 


(Y12465) serine/threonine kinase [Sorghum bicolor] 


Seq. No. 


301036 


Seq. ID 


LIB84-023-Q1-E1-B3 


Method 


BLASTX 






BLAST score 


533 


E value 


1.0e-54 


Match length 


109 


% identity 


95 


NCBI Description 


(Y13734) cinnamoyl CoA reductase [Zea mays] 


Seq. No. 


301037 


Seq. ID 


LIB84-023-Q1-E1-B4 


Method 


BLASTX 


L X ^ O X \J X 


a3738333 


BLAST score 


141 


E value 


3.0e-ll 


Match length 


63 


% identity 


53 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


301038 


Seq. ID 


LIB84-023-Q1-E1-B6 


Method 


BLASTN 


NfRT QT 

Ll^Dl OX 


a2062705 

y \j \j i \j j 


BLAST score 


33 


E value 


3.0e-09 


Match length 


41 


% identity 


95 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


301039 


Seq. ID 


LIB84-023-Q1-E1-D5 


Method 


BLASTX 




Ij 1 ] JO / JO J 


BLAST score 


242 


E value 


1.0e-20 


Match length 


107 


% identity 


45 


NCBI Description 


(AC007232) hypothetical protein [Arabidopsis thaliana; 


Seq. No. 


301040 


Seq. ID 


LIB84-023-Q1-E1-E2 


Method 


BLASTX 






BLAST score 


304 


E value 


7.0e-28 


Match length 


111 


% identity 


56 


NCBI Description 


(AL049523) putative protein. [Arabidopsis thaliana] 


Seq. No. 


301041 


Seq. ID 


LIB84-023-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


gl658313 


BLAST score 


397 



42417 



E value 


9.0e-39 


Match length 


91 


*% identity 


45 


NCBI Description 


(Y08987) osr40g2 [Oryza sativa] 


Seq. No. 


301042 


Seq. t ID 


LIB84-023-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


g3873752 


BLAST score 


185 


E value 


7.0e-14 


Malrh Ion rr+" h 


AS 


% identity 


46 


NCBI Description 


(Z66519) similar to oxalyl-CoA decarboxylase; cDNA EST 




EMBL:D71591 comes from this gene; cDNA EST EMBL:D66565 




comes from this gene; cDNA EST EMBL:D73312 comes from this 




gene; cDNA EST EMBL:D70388 comes from this gene; cDNA EST 


Seq. No. 


301043 


Seq. ID 


LIB84-024-Q1-E1-D1 


Method 


BLASTN 


IN CD J. Ul 




BLAST score * 


104 


E value 


1.0e-51 


Match length 


192 


% identity 


90 


NCBI Description 


Z.mays mRNA for ferredoxin-thioredoxin reductase 


Seq. No. 


301044 


Seq. ID 


LIB84-024-Q1-E1-E4 


Method 


BLASTX 




al431629 


BLAST score 


151 


E value 


7.0e-10 


Match length 


56 


% identity 


46 


NCBI Description 


(X99348) pectihacetylesterase .^precursor [Vigna radiata] 


Seq. No. 


301045 


Seq. ID 


LIB84-024-Q1-E1-E5 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


567 


E value 


1.0e-58 


Match length 


109 






NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 




a/b-binding protein precursor - maize 




>gi_22224_emb_CAA32900_ (X147 94) chlorophyll a/b-binding 




preprotein (AA 1 - 262) [Zea mays] 


Seq. No. 


301046 


Seq. ID 


LIB84-024-Q1-E1-G10 


Method 


BLASTX 


NCBI GI - 


g3522943 


BLAST score 


336 
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E value 


1.0e-31 




Match length 


83 




% identity 


41 




NCBI Description 


(A.C004411) putative p-glycoprotein [Arabidopsis thaliana] 




Seq. No. 


301047 




Seq. ID 


LIB84-024-Q1-E1-G9 




Method 


BLASTX 




NCBI GI 


gl708899 




BLAST score 


139 




E value 


-6.0e-09 




Match length 


56 




^ -L(J.t3Ilt.Xt.y 


•J 4 




NCBI Description 


MANNOSYL-OLIGOSACCHARIDE ALPHA-1, 2-MANNOSIDASE ISOFORM 1 






( MAN ( 9 ) - AL PHA-MANNOS I DASE ) >gi_2133635_pir S60709 alpha 






1,2 mannosidase precursor - fruit fly (Drosophila 






melanogaster) >gi_840754_emb_CAA57962_ (X82640) alpha 1,2 






mannosidase [Drosophila melanogaster] 




Seq. No. 


301048 




Seq. ID 


LIB84-025-Q1-E1-B12 




Method 


BLASTX 


ffl 


NCBI GI 


g3335060 




BLAST score 


342 




ti vaxue 


1 flo — "3 £ 

i . ue Jo 




Match length 


100 




% identity 


85 _ . 




NCBI Description 


(AF025842) plasma membrane-type calcium ATPase [Arabidops 


S 




thaliana] >gi_4468989_emb_CAB38303_ (AL035605) plasma 


M 5 




membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana 


H E 


Seq. No. 


301049 


™. 


Seq. ID 


LIB84-025-Q1-E1-B9 




Method 


BLASTX 






go oft jduj 


o 


BLAST score 


158 




E value 


8.0e-ll ■ . 




Match length 


55 




% identity 


53 




NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


301050 




Seq. ID 


LIB84-026-Q1-E1-A11 




Method 


BLASTN 




NCBI GI 


g218171 




BLAST score 


46 




E value 


o . ue— i / 




Match length 


98 




% identity 


87 




NCBI Description 


Oryza sativa mRNA for type I light -harvesting chlorophyll 






a/b binding protein of photosystem II (LHCPII), complete. 






cds 




Seq. No. 


301051 




Seq. ID 


LIB84-026-Q1-E1-B5 . 




Method 


BLASTX 




NCBI GI 


g3293555 



42419 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

,Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



364 

8.0e-35 

71 

97 

(AF072931) chlorophyll a/b binding protein [Medicago 
sativa] 

301052 

LIB84-026-Q1-E1-B7 

BLASTX 

gll5800 

430 

1.0e-42 

101 

81 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-3) (LHCP) >gi_81771_pir S01962 chlorophyll 

a/b-binding protein 3 precursor - soybean 
>gi_18552_emb_CAA31419_ (X12981) chlorophyll a/b binding 
preprotein (AA - 32 to 231) [Glycine max] 

301053 

LIB84-026-Q1-E1-D1 

BLASTN 

gl2429 

143 

1.0e-74 

247 

90 

Maize chloroplast ORF170 and psaA gene 
301054 

LIB84-026-Q1-E1-D6 

BLASTX 

gll70029 

149 

4.0e-27 

99 

77 

GLUTAMATE-1 -SEMI ALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 
(GLUTAMATE-1-SEMIALDEHYDE AMINOTRANSFERASE) ( GSA- AT ) 

>gi_100581_pir A35789 glutamate-l-semialdehyde 

2, 1-aminomutase (EC 5.4.3.8) - barley >gi_506383 (M31545) 
glutamate 1-semialdehyde aminotransferase [Hordeum vulgare] 

301055 

LIB84-026-Q1-E1-F3 

BLASTX 

g2979559 

214 

3.0e-17 

45 

89 

(AC003680) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 



301056 



42420 



y 2 
m 



Seq, ID 


LIB84-026-Q1-E1-H7 


Method 


BLASTN 






BLAST score 


166 


E value 


1.0e-88 


Match length 


238 


% identity 


93 


NCBI Description 


Z.mays zmcpt mRNA triose phosphate/phosphate 


Seq. No. 


301057 


Seq. ID 


LIB84-027-Q1-E1-B7 


Method 


BLASTX 


NCBI GI 


g4056433 




1 64 


E value 


2.0e-ll 


Match length 


119 


% identity 


32 


NCBI Description 


(AC005990) Similar to anter-specif ic proline 




(CEX) gb_X60376 from Brassica napus. [Arabid< 


Seq. No. 


301058 


Seq. ID 


LIB84-027-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g4 165327 


DTACT qpnrp 
DlinOl OvUIC 




E value 


2.0e-20 


Match length 


80 


% identity 


91 


NCBI Description 


Oryza sativa 3-hydroxy-3-methylglutaryl-CoA 




promoter region and complete cds 


Seq. No. 


301059 


Seq. ID 


LIB84-027-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g4512663 


BLAST score 


249 


E value 


2.0e-21 


Match length 


100 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



23 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544470_gb_AAD22377.1_AC006580_9 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

301060 

LIB84-027-Q1-E1-F1 

BLASTX 

g4584524 

183 

1.0e-13 

95 

41 

(AL04 9607) putative protein [Arabidopsis thaliana] 
301061 

LIB84-027-Q1-E1-H10 

BLASTX 

g2244926 



42421 



BLAST seore 


178 


E value 


5.0e-13 


Match length 


95 


% identity 


42 


NCBI Description 


(Z97339) glutaredoxin [Arabidopsis 


Seq. No. 


301062 


Seq. ID 


LIB84-027-Q1-E1-H11 


Method 


BLAST N 




rr^ft 91 7ft D 

goo l1 / ou 


BLAST score 


" 36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


301063 


Seq. ID 


LIB84-028-Q1-E1-A11 


Method 


BLASTX 


NCBI GI • 


g4262236 


oixfio i score 


949 

£. ft £. 


E value 


1.0e-20 


Match length . 


70 


% identity 


67 


NCBI Description 


(AC006200) putative ribose 5-phosph, 




[Arabidopsis thaliana] 


Seq. No. 


301064 


Seq. ID 


LIB84-028-Q1-E1-C1 


Method 


BLASTX 




rrl OnfiTfl 

giuuo / d 


BLAST score 


420 


E value 


1.0e-41 


Match length 


87 


% identity 


91 


NCBI Description 


glutamate — ammonia ligase (EC 6.3.1 


Seq. No. 


301065 " 


Seq. ID 


LIB84-028-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g4585882 


D T ACT' o /-"» /-\ -r~ z^k 

oii/io i score 




E value 


6.0e-24 


Match length 


54 


% identity 


96 


NCBI Description 


(AC005850) PSI type III chlorophyll 




[Arabidopsis thaliana] 


Seq. No. 


301066 


Seq. ID 


. LIB84-028-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


g3004555 


BLAST score 


372 


E value 


6.0e-36 


Match length 


98 



,2) - maize 



% identity 

NCBI Description 



66 



(AC003673) similar to salt inducible protein [Arabidopsis 



42422 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301067 

LIB84-028-Q1-E1-C9 

BLASTN 

g2062705 

36 

9.0e-ll 

36 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
301068 

LIB84-028-Q1-E1-E1 

BLASTX 

g3063710 

262 

7.0e-23 

123 

48 

(AL022537) putative protein [Arabidopsis thaliana] 



U 
Q 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301069 

LIB84-028-Q1-E1-E5 

BLASTX 

gl835731 

295 

8.0e-27 

81 

72 

(U86018) photosystem II 



10 kDa polypeptide [Oryza sativa] 



301070 

LIB84-028-Q1-E1-F1 

BLASTX 

g4582488 

504 

3.0e-51 

110 

88 

(AL021768) putative protein [Arabidopsis thaliana] 
301071 

LIB84-028-Q1-E1-F5 

BLASTX 

g3413699 

184 

9.0e-14 

122 

43 

(AC004747) putative heat shock protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301072 

LIB84-028-Q1-E1-H7 

BLASTX 

g!352200 
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BLAST score 


460 


E value 


4.0e-46 


Match length 


92 


% identitv 


100 


NCBI Description 


CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 


>gi_480909_pir S37497 triose 




phosphate/3-phosphoglycerate/phosphate translocator - maizi 




>gi_405635_emb_CAA8134 9_ (Z26595) triose 




phosphate/phosphate translocator [Zea mays] 


Seq. No. 


301073 


Seq. ID 


LIB84-029-Q1-E1-A12 


Method 


BLASTX 


NCBI GI 


g2501296 


BLAST score 


174 


E value 


1.0e-12 


Match length 


61 


% identity 


54 


NCBI Description 


DNA GYRASE SUBUNIT B >gi_1652801_dbj JBAA17720_ (D90908) DM 




gyrase B subunit [Synechocystis sp.] 


Seq. No. 


301074 


Seq. ID 


LIB84-029-Q1-E1-B8 


Method 


BLASTN 


NCBI GI 


a2832242 


BLAST score 


203 


E value 


1.0e-110 


Match length 


329 - 


% identity 


91 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 


Seq. No. 


301075 


Seq. ID 


LIB84-029-Q1-E1-D6 . 


Method 


BLASTN 


NCBI GI 


a3821780 


BLAST score 


36 


E value 


4.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


301076 


Seq. ID 


LIB84-029-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


153 


E value 


4.0e-10 


Match length 


45 


% identity 


67 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning vector 




pSportl] 


Seq. No. 


301077 


Seq. ID 


LIB84-029-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


g2624328 


BLAST score 


279 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-25 . , 

81 * 

67 

(AJ002894) 0sGRP2 [Oryza sativa] 
301078 

LIB84-029-Q1-E1-F2 

BLASTX 

g2494034 

375 

4.0e-36 

97 

69 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573j>ir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 

301079 

LIB84-030-Q1-E1-A6 

BLASTN 

g3821780 

37 

2.0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 
301080 

LIB84-030-Q1-E1-B6 

BLASTX 

g4510347 

170 

5.0e-12 

44 

70 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
301081 

LIB84-030-Q1-E1-C12 

BLASTX 

gl835731 

244 

7.0e-21 

61 

72 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
301082 

LIB84-030-Q1-E1-E5 

BLASTN 

g22356 

60 

2.0e-25 

166 

84 

Maize mRNA for light-harvesting chlorophyll a/b binding 



42425 



protein LHCP 



Seq. No. 


301083 


Seq. ID 


LIB84-030-Q1-E1-F7 






NCBI GI 


g4006848 


BLAST score 


175 


E value 


3.0e-13 


Match length 


48 


% identity 


62 


NCBI Description 


(AJ131433) selenocysteine methyltransf erase [A 




bisulcatus] 


Seq. No. 


301084 


Seq. ID 


LIB84-030-Q1-E1-F9 


Method 


BLASTX 


NCBI GI 


g4586259 


BLAST score 


462 


E value 


3.0e-46 


Match length 


134 


% identity 


62 


NCBI Description 


(AL049640) hydrolase-like protein [Arabidopsis 


Seq. No. 


301085 


Seq. ID 


LIB84-030-Q1-E1-H12 


Method 


BLASTX 


NCBI GI 


g2501189 


BLAST score 


141 


E value 


3.0e-09 


Match length 


57 


% identity 


51 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2130146j?ir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

301086 

LIB84-030-Q1-E1-H4 

BLASTX 

g283038 

269 

1.0e-23 
119 
58 - 

chlorophyll a/b-binding protein (cab-m7) precursor - maize 
>gi_22230_emb_CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 

301087 

LIB84-030-Q1-E1-H5 

BLASTX 

g3269296 

419 

3.0e-41 

126 

58 

(AL030978) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301088 

LIB84-030-Q1-E1-H6 

BLASTX 

g476418 

550 

1.0e-56 

106 

94 

cytochrome c - maize 
301089 

LIB84-030-Q1-E1-H8 

BLASTX 

g4490722 

178 

5.0e-13 

54 

54 

(AL035709) 1-aminocyclopropane-l-carboxylate synthase 
[Arabidopsis thaliana] 

301090 

afb700380804.hl 

BLASTN 

g488500 

200 

1.0e-109 

287 

93 

Human mRNA for KIAA004 9 gene, complete cds 



301091 

afb700380809.hl 

BLASTN 

g3004572 

167 

5.0e-89 

294 

94 

Homo sapiens BAC clone RG119C02 
sequence [Homo sapiens] 



from 7pl5, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



301092 

afb700380822.hl 

BLASTX 

g3098603 

376 

2.0e-36 

93 

75 

(AF052191) katanin p60 subunit [Strongylocentrotus 
purpuratus] 

301093 

afb700380846.hl 
BLASTX 



42427 



3 



m 



. NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4240321 
372' 

5.0e-36 

96 

77 

(AB020723] 



KIAA0916 protein [Homo sapiens] 



301094 

afb700380857.hl 

BLASTX 

g4559304 

548 

1.0e-56 

102 

100 

(AF127021) T7-like RNA polymerase [Zea mays] 
301095 

afb700380901.hl 

BLASTX 

g2829208 

144 

3.0e-09 

28 

93 

(AF044076) candidate tumor suppressor p33INGl [Homo 
sapiens] 





Seq. No. 


301096 




Seq. ID 


afb700380906.hl 




Method 


BLASTN 




NCBI GI 


g887356 




BLAST score 


105 




E value 


2.0e-52 




Match length 


138 




% identity 


94 




NCBI Description 


Homo sapiens (clone. 




Seq. No. 


301097 




Seq. ID 


afb700380989.hl 




Method 


BLASTX 




NCBI GI 


g4262224 




BLAST score 


278 




E value 


6.0e-25 




Match length 


79 




% identity 


63 




NCBI Description 


(AC006200) putative 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301098 

afb700380994.hl 

BLASTX 

gl33820 

150 

3.0e-10 

30 

97 
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* 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 OS RIBOSOMAL PROTEIN S17 >gi_304526 (M13933) ribosomal 
protein S17 [Cricetulus griseus] >gi_1526555_dbj_BAA04 943_ 
(D25213) ribosomal protein S17 [Mus musculus] 

301099 

afb700381015.hl 

BLASTN 

g4505760 

229 - 

1.0e-126 

301 

95 

Homo sapiens placental growth factor, vascular endothelial 
growth factor-related protein (PGF) mRNA 
>gi_35521_emb_X54936_HSPLGF H. sapiens mRNA for placenta 
growth factor (P1GF) >gi_512448_emb_A18411 . 1_A18411 PIGF 
gene seq ID No: 1 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301100 

afb700381017.hl 

BLASTN 

g4416300 

36 

5.0e-ll 

44 

48 

Zea mays chromosome 4 22- kDa zein-associated intercluster 
region, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301101 

afb700381056.hl 

BLASTN 

g4416300 

79 

2.0e-36 

159 

87 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

301102 

afb700381068.hl 

BLASTX 

g3176726 

224 

6.0e-19 

56 

71 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301103 

afb700381113.hl 

BLASTX 

gl710756 

188 

2.0e-14 
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Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46 
80 

40S RIBOSOMAL PROTEIN S2 (S4) (LLREP3 PROTEIN) 
301104 

afb700381116.hl 

BLASTN 

g4507580 

194 

1.0e-105 

238 

96 

Homo sapiens tumor necrosis factor receptor superfamily, 
member 5 (TNFRSF5) mRNA >gi_29850_emb_X60592_HSCDW40 Human 
CDw40 mRNA for nerve growth factor receptor-related 
B-lymphocyte activation molecule >gi_590074_gb_I07284_ 
Sequence 31 from Patent EP 

301105 

afb700381138.hl 

BLASTN 

g4102714 

117 

3.0e-59 

276 

86 

Homo sapiens serine protease mRNA, complete cds 
301106 

afb700381156.hl 

BLASTX 

g3661529 

262 

5.0e-23 

52 

96 

(AF089814) growth suppressor related [Homo sapiens] 
301107 

afb700381157.hl 

BLASTN 

gl617516 

171 

1.0e-91 

227 

94 

Human orphan G protein-coupled receptor (RDC1) mRNA, 
partial cds 

301108 

afb700381181.hl 

BLASTN 

gl698488 

37 

1.0e-ll 

78 

88 
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NCBI Description 1 Peltoboykinia tellimoides 18S ribosomal RNA, - complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



301109 . 

afb700381189.hl 

BLASTN 

g2281061 

79 

1.0e-36 

171 

87 

Human Chromosome 11 Cosmid cSRL16b6 # complete sequence 
[Homo sapiens] 

301110 

afb700381218.hl 

BLASTX 

g2501624 

381 

5.0e-37 

97 

79 

UREASE ALPHA SUBUNIT (UREA AMIDOHYDROLASE) 
>gi_1652159_dbj_BAA17083_ (D90903) urease alpha subunit 
[Synechocystis sp.] 

301111^ 

afb700381224.hl 

BLASTX 

g899254 

153 

3.0e-10 

40 

65 

(Z50038) predicted trithorax protein [Drosophila virilis] 
301112 

afb700381226.hl 

BLASTX 

g2984709 

227 

5.0e-23 

68 

85 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 
301113 

afb700381301.hl 

BLASTX 

g4056615 

154 

2.0e-10 

39 

74 

(AF067401) Sell protein [Oryza sativa] 



Seq. No. 



301114 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



afb700381303.nl 
BLASTX " ■ • 
g3025299 
395 

1.0e-38 

100 

72 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_2088660 
(AF002109) ABC1 isolog [Arabidopsis thaliana] 

301115 

afb700381326.hl 

BLASTN 

g3549156 

172 

4.0e-92 

264 

92 

Homo sapiens chromosome 19, cosmid R30017, complete 
sequence [Homo sapiens] 

301116 

afb700381330.hl 

BLASTX 

gl717793 

151 

4.0e-10 

91 

38 

PROTEIN TSG24 (MEIOTIC CHECK POINT REGULATOR) 

>gi_1083553_pir A55117 tsg24 protein - mouse 

>gi_642252_emb_CAA56450_ (X80169) tsg24 [Mus musculus] 

301117 

afb700381357.hl 

BLASTX 

g3080424 

214 

2.0e-17 

100 

53 

(AL022604) NAD+ dependent isocitrate dehydrogenase subunit 
1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



301118 

afb700381361.hl 

BLASTX 

g2911056 

170 

3.0e-12 

76 
45 

(AL021961) hypothetical protein [Arabidopsis thaliana] 
301119 

afb700381372.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2978255 

153 • 

1.0e-10 

35 

83 

(AB007407) myeloid zinc finger protein-2 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301120 

afb700381414.hl 
BLASTX r-yr 
g2498329 
384 

2.0e-37 

100 

74 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomycej 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq, No. ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301121 

afb700381428-.hl 

BLASTN 

g3789930 

156 

2.0e-82 

288 

89 

Homo sapiens HI 9 gene, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301122 

afb700381439.hl 

BLASTX 

g3043415 

324 

2.0e-30 

62 

98 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301123 

afb700381471.hl 

BLASTX 

g4538911 

182 

7.0e-14 

42 

83 

(AL04 9482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



301124 

afb700381501.hl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq k No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3417305 
244 

1.0e-135 

304 

95 

Homo sapiens chromosome 
sequence [Homo sapiens] 



17, clone hRPC1107_A_17, complet 



301125 

afb700381513.hl 

BLASTN 

g4335966 

226 

1.0e-124 

290 

95 

Homo sapiens cell adhesion molecule (BL1A) mRNA, complet 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301126 

afb700381522.hl 

BLASTN 

g558364 

96 

1.0e-46 

96 

100 

Z.mays mRNA for ADP-glucose pyrophosphorylase 
301127 

afb700381529.hl 

BLASTX 

g4586036 

203 

4.0e-16 

96 

41 

(AC007109) hypothetical protein [Arabidopsis thaliana] 
301128 

afb700381530.hl 

BLASTN 

gl81962 

133 

7.0e-69 

181 

93 

Human elongation factor EF-l-alpha gene, complete cds. 
>gi_2170857_dbj_E02629_E02629 DNA of human polypeptide 
chain elongation factor-1 alpha 

301129 

afb700381590.hl 

BLASTN 

g577824 

46 

5.0e-17 
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.Match length 

% identity 

NCBI Description 



58 
95 

2. mays gene for H2B histone (gH2B3) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301130 

afb700381593.hl 

BLASTN 

g22487 

34 . 

4.0e-10 

38 

97 

Maize gene for sucrose synthase 
301131 

afb700381620.hl 

BLASTX 

g88969 

252 

1.0e-41 

103 

85 

ubiquitin — protein ligase (EC 6.3.2.19) El - human 
>gi_340072 (M58028) ubiquitin-activating enzyme El- [Homo 
sapiens] 

301132 

afb700381624.hl 

BLASTX 

g4309738 

175 

8.0e-13 

52 

54 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
301133 

afb700381625.hl 

BLASTN 

g2576343 

48 

5.0e-18 

92 

88 

Human Chromosome 16 BAC clone CIT987SK-A-17E1, complete 
sequence [Homo sapiens] 

301134 

afb700381648.hl 

BLASTX 

gl83613 

212 

2.0e-17 

45 

84 

(M75161) granulin [Homo sapiens] 



42435 



Seq. No. 

:lS&q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301135 

afb700381654.hl -V- 

BLASTN 

g2098573 

36 

7.0e-ll 

48 

94 

Human DNA from overlapping chromosome 19 cosmids R31396, 
F25451, and R31076 containing COX6B and UPKA, genomic 
sequence, complete sequence [Homo sapiens] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



301136 

afb700381687.hl 

BLASTX 

g2833293 

166 

7.0e-12 

84 

40 

PROBABLE ARP2/3 COMPLEX 20 KD SUBUNIT (P20-ARC) 

>gi_2146865j?ir S72578 gene C35D10.1 protein - 

Caenorhabditis elegans >gi_687$v80 (U21324) similar to S, 
cerevisiae hypothetical proteiri YKL166 [Caenorhabditis 
elegans] 



Seq. No. 301137 

Seq. ID afb700381693.hl 

Method BLASTX 

NCBI GI g4502193 

BLAST score 350 

E value 1.0e-40 

Match length 94 

% identity 94 

NCBI Description v-raf murine sarcoma 3611 viral oncogene homolog 1 

>gi_1730068_sp_P10398_KRAA_HUMAN A-RAF PROTO-ONCOGENE 
. SERINE /THREONINE-PROTEIN KINASE (ONCOGENE PKS2) 

>gi_625217_pir TVHUAF protein kinase A-raf-1 (EC 2.7.1.-) 

- human >gi_780127 (L24038) ARAF1 [Homo sapiens] 
>gi_1405977 (U01337) Ser/Thr protein kinase [Homo sapiens] 

Seq. No. 301138 

Seq. ID afb700381694.hl 

Method - BLASTN 

NCBI GI gl596166 

BLAST score 205 

E value 1.0e-112 

Match length 277 

% identity 94 

NCBI Description Human mRNA for RTP, complete cds 



Seq. No. 
Seq. ID" 
Method 
NCBI GI 
BLAST score 
E value 



301139 

afb700381736.hl 
BLASTN 
•g307374 
209 

1.0e-114 



42436 



01 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



255 
96 

Homo sapiens RHOA proto-oncogene multi-drug-resistance 
protein mRNA, 3* end 

301140 

afb700381831.hl 

BLASTX 

g3360291 

168 

3.0e-12 

52 

63 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 

301141 

afb700381832.hl 

BLASTN 

g6249668 

57 

1.0e-23 

148 

85 

Homo sapiens chromosome 10 clone CIT-HSP-1338F24 map 
10pll.2-10pl2.1, complete sequence [Homo sapiens] 



Seq. No. 


301142 


Seq. ID 


afb700381837.hl 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


143 


E value 


3.0e-09 


Match length 


39 


% identity 


74 


NCBI Description 


(AF053468) DnaJ 7 related ; 


Seq. No. 


301143 


Seq. ID 


afb700381851.hl 


Method 


BLASTX 


NCBI GI 


g312179 


BLAST score 


457 


E value 


7.0e-46 


Match length 


90 


% identity 


97 


NCBI Description 


(X73151) glyceraldehyde 



(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

Seq. No. 301144 

Seq. ID afb700381860.hl 

Method BLASTX 

NCBI GI g4007113 

BLAST score 487 

E value 2\0e-49 



42437 



Match, length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.' 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity ' 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
92 

(AL022237) bK1191B2.3.1 (PUTATIVE novel Acyl Transferase 
similar to C. elegans C50D2.7) (isoform 1) [Homo sapiens] 

301145 

afb700381862.hl 

BLASTX 

g3785977 

441 

5.0e-44 

103 

81 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

301146 

afb700381882.hl 

BLASTX 

g4506285 

340 

2.0e-37 

86 

92 

Protein tyrosine phosphatase IVA2 >gi_894159 (U14603) 
protein-tyrosine phosphatase [Homo sapiens] >gi_1777757 
(U48297) protein tyrosine phosphatase PTPCAAX2 [Homo 
sapiens] >gi_1817730 (L48723) protein tyrosine phosphatase 
[Homo sapiens] >gi_2992630 (AF035644) mPRL-2 [Mus musculus] 

301147 

afb700381915.hl 
BLASTN 
g4504864 . 
86 

1.0e-40 

196 

92 

Homo sapiens KH-type splicing regulatory protein (KHSRP) 
mRNA, and translated products 

>gi_2055426_gb_U94832_HSU94832 Human KH type splicing 
regulatory protein KSRP mRNA, complete cds 

301148 

afb700381949.hl 

BLASTN 

g507770 

65 

3.0e-28 

137 

88 

Zea mays D3L H (+) -transporting ATPase (Mhal) gene, complete 
cds 



Seq. No. 
Seq. ID 
Method 



301149 

afb700381966.hl 
BLASTX 



42438 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914019. 
293 

7.0e-27 

76 

80 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_2305014 
(AF004317) S-adenosyl-L-methionine synthetase homolog [Musa 
acuminata] 



Seq. No. 


301150 


Seq. ID 


afb700381967.hl 


Method 


BLASTX 


NCBI GI 


g3289993 


BLAST score 


376 


Cj V GL J- LLC 


2 . Oe-36 


Match length 


81 


% identity 


91 


NCBI Description 


(AC005258) R30783_l [Homo sapiens] 


Seq. No. 


301151 


Seq. ID 


afb700381976.hl 


Method . 


BLASTX 


NCBI GI 


g399144 


BLAST score 


182 


C* VOX LLC 




Match length 


53 


% identity 


66 


NCBI Description 


COMPLEMENT C1Q SUBCOMPONENT, C CHAIN PRECURSOR 




>gi 2144887_pir C1HUQC complement subcomponent 




precursor - human 


Seq. No. 


301152 


Seq. ID 


arm700460708.hl 


Method 


BLASTX 


NCBI GI 


g3929647 


BLAST score 


150 


E value 


2.0e-22 


Match length 


75 


% identity 


63 


NCBI Description 


(AJ004881) Immutans protein [Arabidopsis thaliai 


Seq. No. 


301153 


Seq. ID 


arm700460849.hl 


Method 


BLASTN 


NCBI GI 


g532624 


BLAST score 


65 


E value 


1.0e-28 



Match length 

% identity 

NCBI Description 



117 
90 

Zea mays malate synthase (MS) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301154 • 

arm700460850.hl 

BLASTN 

gl68584 

58 



42439 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-24 

.118 
88 

Corn pyruvate, orthophosphate dikinase gene, 
301155 

arm700460852.hl 
BLASTN 

g2282583 - . 
55 

1.0e-22 

103 

88 

Zea mays elongation factor 1-alpha 
cds 



exons 2-19 



(EF1-A) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301156 

arm700460870.hl 

BLASTN 

gl632767 

81 

3.0e-38 

89 

98 

Maize mRNA for calcium dependent protein kinase, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301157 

bdu700382077.hl 

BLASTN 

g433043 

35 

3.0e-10 

51 

92 

Zea mays W-22 clone PREM-1E retroelement PREM-1, partial 
sequence 

301158 

bdu700382215.hl 

BLASTX 

g2911052 

245 

2.0e-21 

65 

69 

(AL021961) putative protein [Arabidopsis thaliana] 



301159 

bdu700382237.hl 

BLASTX 

gl076758 

176 

6.0e-13 

43 

72 

heat-shock protein precursor 



- rye >gi_2130093_j>ir S65776 



42440 



heat-shock protein, 82K, 
>gi_5 5667 3_emb_CAA8 2 9 4 5_ 
[Secale cereale] 



precursor - rye 

(Z30243) heat-shock protein 







301160 




Seq. ID 


bdu700382269.hl 




Method 


BLASTX 




NCBI GI 


g218179 




BLAST score 


448 




E value 


7.0e-45 




Match length 


98 




% identity 


90 




NCBI Description 


(D10207) H-ATPase [Oryza sativa] 






ATPase [Oryza sativa] 




Seq. No. 


301161 




Seq. ID 


bdu700382287.hl 




Method 


BLASTN 




NCBI GI 


g3283878 




BLAST score 


63 


y=i 


E value 


4.0e-27 




Match length 


163 


fn 


% identity 


87 


=== 


NCBI Description 


Homo sapiens clone 24732 unknown 




Seq. No. 


301162 




Seq. ID 


bdu700382306.hl 


CP 


Method 


BLASTX 


a 


NCBI GI 


g4539662 




BLAST score 


339 




E value 


4.0e-32 




Match length 


98 




% identity 


60 




NCBI Description 


(AF061282) polyprotein [Sorghum ) 


B 


Seq. No. 


301163 




Seq. ID 


bdu700382321.hl 




Method 


BLASTN 




NCBI GI 


g4309811 




BLAST score 


255 




E value 


1.0e-141 




Match length 


287 




% identity 


97 




NCBI Description 


Homo sapiens BAC clone NH0044G14 



complete sequence [Homo sapiens] 



Seq. No. 301164 

Seq. ID bdu700382376.hl 

Method BLASTX 

NCBI GI gl064931 

BLAST score 165 

E value 1.0e-ll 

Match length 45 

% identity 71 

NCBI Description (X92965) cyclin A-like protein [Nicotiana tabacum] 

Seq. No. 301165 



42441 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



bdu700382380.hl 

BLASTX 

g2213594 

355 

6.0e-34 

86 

76 

(AC000348) T7N9.14 [Arabidopsis thaliana] 



£3 

i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



301166 

bdu700382422.hl 

BLASTX 

gll7478 

195 

1.0e-15 

67 
57 

CROOKED NECK PROTEIN 
301167 

bdu700382427.hl 

BLASTX 

gl26047 

198 

7.0e-16 

40 

97 

L-LACTATE DEHYDROGENASE M CHAIN (LDH-A) 

>gi_65922_pir DEHULM L-lactate dehydrogenase (EC 1.1.1.27) 

chain M - human >gi_34313_emb_CAA26088_ (X02152) lactate 
dehydrogenase-A [Homo sapiens] >gi_780261_emb_CAA26879_ 
(X03077) lactate dehydrogenase-A [Homo sapiens] 

301168 

bdu700382431.hl 

BLASTN 

g4506860 

126 

5.0e-65 

126 

100 

Homo sapiens syndecan 4 (amphiglycan, ryudocan) (SDC4) mRNA 
>gi_28679_emb_X67016_HSAMPH H. sapiens mRNA for amphiglycan 

301169 

bdu700382462.hl 

BLASTX 

g2462732 

170 

2.0e-26 

90 

63 

(AC002292) Hypothetical Protein 
301170 

bdu700382474.hl 
BLASTN 



[Arabidopsis thaliana] 



42442 



NCBI GI 


g4416300 






E value 


3.0e-22 


Match length 


87 


% identity 


45 


NCBI Description 


Zea mays chromosome 4 22 kDa zein-associated i] 




region, complete sequence 

* 


Seq. No. 


301171 


Seq. ID 


bdu700382478.hl 


Method 


BLAST N 


LN \*r D -L w X 


^UUU«JX^.>J 


BLAST score 


107 


E value 


1.0e-53 


Match length 


115 


% identity 


98 


NCBI Description 


Human mRNA for KIAA0339 gene, complete cds 


Seq. No. 


301172 


Seq. ID 


bdu700382489.hl 


Method 


BLASTX 


NCBI GI 


g3170741 


BLAST score 


407 


ira 1 hp 

Hi V CIX UC 




Match length 


94 


% identity 


90 


NCBI Description 


(AF062139) immunoglobulin heavy chain variable 




sapiens] >gi_3170743 (AF062140) immunoglobulin 




variable region [Homo sapiens] 


Seq. No. 


301173 


Seq. ID 


bdu700382560.hl 


Method 


BLASTX 


NCBI GI 


gll84776 






E value 


2.0e-12 


Match length 


49 


% identity 


84 


NCBI Description 


(U45857) cytosolic glyceroldehyde-3-phosphate < 




GAPC4 [Zea mays] 


Seq. No. 


301174 


Seq. ID 


bdu700382617.hl 


Method 


BLASTN 


LXV^DX OX 


y6£.i jo 


BLAST score 


294 


E value 


1.0e-165 


Match length 


309 


% identity 


99 


NCBI Description 


Z.mays pollen specific mRNA C-terminal (clone < 


Seq. No. 


301175 


Seq. ID 


bdu700382660.hl 


Method 


BLASTN 


NCBI GI 


g4506044 


BLAST score 


92 


E value 


9.0e-45 



[Homo 



4H7) 



42443 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



112 
96 

Homo sapiens proteoglycan 1, secretory granule (PRG1) mRNA 
>gi_32432_emb_X17042_HSHPCP Human mRNA for hematopoetic 
proteoglycan core protein 

301176 

bdu700382741.hl 

BLASTX 

gl23648 

235 

1.0e-24 

72 

82 

HEAT SHOCK COGNATE 71 KD PROTEIN >gi_87625_pir A27077 heat 

shock cognate protein 70 - human >gi_324 67_emb_CAA68445_ 
(Y00371) 71 Kd heat shock cognate protein [Homo sapiens] 

301177 

bdu700382770.hl 
BLASTX 
g2245020 
236 ' 
v 2.0e-20 : 
58 
71 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 
301178 

bdu700382785.hl 

BLASTX 

g2462753 

151 

2.0e-10 '■ 

41 

59 

(AC002292) putative polygalacturonase [Arabidopsis 
thaliana] 

301179 

bdu700382801.hl 

BLASTN 

g455025 

55 

1.0e-22 

79 

46 

Human beta globin region on chromosome 11" 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301180 

bdu700382804.hl 

BLASTX 

g548493 

229 

1.0e-19 

68 

71 



42444 



NCBI Description EXO POLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) ♦ 
(GALACTURAN 1,4 -ALPHA-GALACTURONI DASE ) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase [Zea 
mays] 



Seq. No. 


301181 


Seq. ID 


bdu700382862.hl 


Method 


BLASTX 


NCBI GI 


g3643593 


BLAST score 


158 . 


E value 


6.0e-ll 


Match length 


57 


% identity 


61 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301182 


Seq. ID 


bdu700382886.hl 


Method 


BLASTX 


NCBI GI 


g283050 


BLAST score 


214 


E value 


7.0e-33 . 


Match length 


88 


% identity 


81 


NCBI Description 


polygalacturonase (EC 3.2.1.15) precursor (clone W2265) - 




maize (fragment) >gi 22428 emb CAA44247 (X62383) 




polygalacturonase [Zea mays] 


Seq. No. 


301183 


Seq. ID 


bdu700382895.hl 


Method 


BLASTX 


NCBI GI 


gl839188 


BLAST score 


268 


E value 


4.0e-24 


Match length 


70 


% identity 


66 




/nftfiDftl^ rnnt - hair dp'pppt'ivp ^ f Arahirlnn^ i «; thalianal 


Seq. No. 


301184 


Seq. ID 


bdu700382901.hl 


Method 


BLASTN 


NCBI GI 


g2984708 


BLAST score 


112 


E value 


2.0e-56 


Match length 


131 


% identity 


97 


NCBI Description 


Zea mays DnaJ-related protein ZMDJ1 (mdJl) gene, complete 




cds 


Seq. No. 


301185 


Seq. ID 


bdu700382914.hl 


Method 


BLASTX 


NCBI GI 


g3176674 


BLAST score 


226 


E value 


6.0e-19 


Match length 


83 


% identity 


57 



42445 



NCBI Description* (AC003671). Contains similarity to Ste20-like kinase, homolog 
from A. thaliana^'chromosome 4 contig gb_Z 97336. . v 
[Arabidopsis thaliana] 



Seq. No. 


301186 




bdu700382917 hi 


Method 


BLASTX 


NCBI GI 


g280401 


BLAST score 


146 


E value 


2.0e-15 


Match length 


57 


% identity 


68 


NCBI Description 


H+- transporting ATPase (EC 3.6.1.35) - curled-leaved 




tobacco >gi_170206 (M27888) H+-translocating ATPase 




[Nicotiana plumbaginifolia] 


Seq. No. 


301187 


Seq. ID 


bdu700382927.hl 


Method 


BLASTX 


NCBI GI 


g2316016 


BLAST score 


194 


E value 


2.0e-15 


Match length 


60 


% identity 


65 ■ - 


NCBI Description 


(U92650) MRP-like ABC transporter [Arabidopsis thaliana! 


Seq. No. 


301188 


Seq. ID 


bdu700382930.hl 


Method 


BLASTX * 


NCBI GI 


g3236353 


BLAST score 


333 


E value 


1.0e-31 


Match length 


86 


% identity 


73 


NCBI Description 


(AF033664) cbpl4 6 [Mus musculus] 


Seq. No. 


301189 


Seq. ID 


bdu700382966.hl 


Method 


BLASTX 


NCBI GI 


g2832632 


BLAST score 


280 


E value 


2.0e-27 


Match length 


72 


% identity 


81 


NCBI Description 


(AL021711) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301190 


Seq. ID 


bdu700382977.hl 


Method 


BLASTN 


NCBI GI 


g22458 


BLAST score 


72 


E value 


2.0e-32 


Match length 


181 


% identity 


92 


NCBI Description 


Z.mays pollen specific mRNA C-terminal (clone 4H7) 


Seq. No. 


301191 



42446 



Seq. ID 


bdu700382992.hl 


Method 


BLASTN 


NPAT (IT 


y u t j j ^ u 


BLAST score 


147 


E value 


2.0e-77 


Match length 


179 


% identity 


96 


NCBI Description 


Corn mRNA for cysteine proteinase, clone CCP, < 


Seq. No. 


301192 


Seq. ID 


bdu700383027.hl 


Method 


BLASTN 


NCBI GI 


g995938 






E value 


3.0e-31 


Match length 


118 


% identity 


89 


NCBI Description 


Human 13kD differentiation-associated protein \ 


- 


cds 


Seq. No. 


301193 


Seq. ID 


bdu700383036.hl 


Method 


BLASTX 






BLAST score 


350 


E value 


2.0e-33 


Match length 


85 


% identity 


76 


NCBI Description 


(AC004557) F17L21.11 [Arabidopsis thaliana] 


Seq. No. 


301194 


Seq. ID 


bdu700383041.hl 


Method 


BLASTX 


NCBI GI 


g2120736 


BLAST score 


149 


E value 


8.0e-10 


Match length 


89 


% identity 


36 



NCBI Description 



X-Pro dipeptidyl -peptidase (EC 3.4.14.11) - Xanthomonas 
maltophilia >gi_1753197_dbj_BAA11872_ (D83263) dipeptidyl 
peptidase IV [Stenotrophomonas maltophilia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301195 

bdu700383058.hl 

BLASTX 

g4218991 

347 

5.0e-33 

95 

65 

(AF098632) subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301196 

bdu700383070.hl 

BLASTX 

g4262162 

161 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method ■.. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



3:0e-ll 

94 

37 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 

301197 

bdu700383111.hl 

BLASTX 

g3646451 

163 

1.0e-ll 

87 

40 

(AL031603) mRNA cap methyltransf erase [Schizosaccharomyces 
pombe] 

301198 

bdu700383114.hl 

BLASTX 

g283049 

486 

2.0e-49 

93 ' 
100 

polygalacturonase (EC 3.2.1.15) precursor (clone W2247) - 

maize (fragment) >gi_481079_pir S37718 polygalacturonase - 

maize >gi_22426_emb_CAA44248_ (X62384) polygalacturonase 
[Zea mays] >gi_287830_emb_CAA47234_ (X66692) 
polygalacturonase [Zea mays] 

301199 

bdu700383135.hl 

BLASTX 

g4038030 

309 

1.0e-28 

94 

62 

(AC005936) putative protein kinase, 5' partial [Arabidopsis 
thaliana] 

301200 

bdu700383193.hl 

BLASTX 

g416731 

203 

3.0e-16 

40 

100 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays=corn, Peptide, 170 aa] [Zea mays] 
>gi_1588669j?rf 2209273A Zml3 [Zea mays] 



Seq. No. 



301201 



42448 



Seq. ID 


cat700016008.rl 


Method 


BLASTX 


MpQT (IT 


al362108 
y j. \j j. \j \j 


BLAST score 


169 


E value 


2.0e-12 


Match length 


54 


% identity 


69 


NCBI Description 


histone H3 homolog - 


Seq. No, 


301202 


Seq. ID 


cat700016084.rl 


Method 


BLASTN 




y j. u u u 


BLAST score 


44 


E value 


8.0e-16 


Match length 


56 


% identity 


95 


NCBI Description 


C.stellata mRNA for : 


Seq. No. 


301203 


Seq. ID 


cat700016209.rl 


Method 


BLASTX 


NCBI GI 


g3687249 


BLAST-, score 


160 


E value 


3.0e-ll 


Match length 


44 


% identity 


66 


NCBI Description 


(AC005169) putative < 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301204 

cat700016243.rl 

BLASTX 

g4262228 

341 

2.0e-32 

85 

71 

(AC006200) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301205 

cat700016271.rl 

BLASTN 

gl314406 

145 

5.0e-76 

145 

100 

Zea mays ssp. parviglumis Doebley M106 ITS1, 5.8S ribosomal 
RNA, ITS 2 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301206 

cat700016327.rl 

BLASTX 

g3004950 

224 



42449 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-19 

44 

100 

(AF037061) 



tonoplast intrinsic protein; ZmTIPl [Zea mays] 



301207 

cat700016372.rl 

BLASTX 

g4539660 

238 

1.0e-20 

57 
72 

(AF061282) polyprotein 



301208 

cat700016375.rl 

BLASTN 

g2723470 

56 

6.0e-23 

120 

87 

Oryza sativa mRNA 



[Sorghum bicolor] 



for sucrose transporter, complete cds 



301209 

cat700016453.rl 

BLASTX 

g2245123 

275 

7.0e-25 

69 

71 

(Z97343) unnamed protein product 



[Arabidopsis thaliana] 



301210 

cat700016454.rl 

BLASTN 

gl657760 

57 

1.0e-23 

176 

84 

Zea mays retrotransposon Cinful 5' 
binding site DNA sequence 



LTR and and primer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301211 

cat700016510.rl 

BLASTX 

g4585979 

207 

5.0e-17 

72 
60 

(AC005287) Similar to ABC-transporter atp-binding protein 
[Arabidopsis thaliana] 



42450 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301212 

cat700016585.rl 

BLASTX 

g2130141 

163 

8.0e-12 

68 

46 

mudr^;protein - maize transposon MuDR >gi_540581 (M76978) 
mudr'A* [Zea mays] >gi_595816 (U14597) mudrA gene product 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301213 

cat700016592.rl 

BLASTX 

g586021 

174 

4.0e-13 

69 

49 

PROBABLE PEPTIDYL-TRNA HYDROLASE (PTH) (STAGE V SPORULATION 

PROTEIN C) >gi_2127242_pir S66083 stage V sporulation 

protein - Bacillus subtilis >gi_467442_dbj_BAA05288_ 
(D26185) stage V sporulation [Bacillus subtilis] 
>gi_2632320_emb_CAB11829_ (Z99104) thermosensitive mutant 
blocks spore coat formation (stage V sporulation) [Bacillus 
subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301214 

cat700016744.rl 

BLASTX 

g2088647 

261 

3.0e-23 

71 

72 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301215 

cat700016764.rl 

BLASTX 

g3860263 

224 

6.0e-19 

71 

61 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq.' No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301216 

cat700016831.r2 

BLASTX 

g462234 

186 

3.0e-14 



42451 



Match length 40 
% identity -90 

NCBI Description HISTONE H2A >gi_419741_pir S30155 histone H2A - Norway 

spruce >gi_297871_emb_CAA48030_ (X67819) histone H2A [Picea 
abies] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301217 

cat700016835.r2 

BLASTX 

g3786009 

203 " 

2.0e-16 

64 

61 

(AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 


301218 


Seq. ID 


cat700016883.rl 


Method 


BLASTN 


NCBI GI 


gll85553 


BLAST score 


86 


E value 


7.0e-41 


Match length 


99 


% identity 


53 ^ 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase (gpc 




fr ^ a /""• ^vm v\ \ a ^ a /-* rA c? 

yciic f LompicLc cub 


Seq. No. 


301219 


Seq. ID 


cat700017172.rl 


Method 


BLASTX 


NCBI GI 


g2462763 


BLAST score 


282 


E value 


9.0e-26 


Match length 


65 


% identity 


78 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 




(aldo/keto reductase family) [Arabidopsis thaliana] 


Seq. No. 


301220 


Seq. ID 


cat700017201.rl 


Method 


BLASTX 


NCBI GI 


g3702341 


BLAST score 


197 


E value 


1.0e-15 


Match length 


70 


% identity 


50 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301221 


Seq. ID 


cat700017234.rl 


Method 


BLASTX 


NCBI GI 


g4530595 


BLAST score 


155 


E value 


7.0e-ll 


Match length 


47 


% identity 


62 


NCBI Description 


(AF132477) heme oxygenase 2 [Arabidopsis thaliana] 



42452 



Seq. No. 


301222 




Seq. ID 


cat700017238.rl 


MeLaoa 


BLASTX 




NCBI GI 


g4056502 




BLAST score 


199 




E value 


5.0e-16 




Match length 


64 




% identity 


61 




NCBI Description 


(AC005896) 


40S ribosomal protein S5 [Arabidopsis thaliana] 


Seq. No. 


301223 




Seq. ID 


cat7000172< 


19. rl 


Method 


BLASTX 




NCBI GI 


g585963 




BLAST score 


172 




E value 


8.0e-13 




Match length 


48 




% identity 


75 




NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 


Seq. No. 


301224 




Seq. ID 


cat700017326.rl 




BLASTX 




NCBI GI 


g3928519 




BLAST score 


379 




E value 


5.0e-37 




Match length 


78 




% identity 


85 




NCBI Description 


(AB011670) 


wpk4 protein kinase [Triticum aestivum] 


Seq. No. 


301225 




Seq. ID 


cat700017338.rl 


Method 


BLASTX 




NCBI GI 


g416922 




BLAST score 


268 




E value 


4.0e-24 




Match length 


70 




% identity 


73 




NCBI Description 


DEOXYURIDINE 5 1 -TRIPHOSPHATE NUCLEOT I DOHYDROLASE (DUTPASE) 



(DUTP PYROPHOSPHATASE) (P18) >gi_282947_pir JQ1599 dUTP 

pyrophosphatase (EC 3.6.1.23) - tomato 

>gi_251897_bbs_109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes, Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301226 

cat700017371.rl 

BLASTX 

g!705463 

363 

4.0e-35 

77 

92 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 



42453 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 
>gi 1589016 prf 2209438A biotin synthase [Arabidopsis 
thaliana] 

301227 

cat700017381.rl 

BLASTX 

g4559334 

219 

2.0e-18 

56 

68 

(AC007087) unknown protein [Arabidopsis thaliana] 
301228 

cat700017562.rl 

BLASTN 

g3747043 

73 

4.0e-33 

77 

99 

Zea mays blue copper protein mRNA, partial cds 
301229 

cat700017669.rl 

BLASTN 

g22292 

70 

3.0e-31 

70 
100 

Z.mays mRNA for glycine-rich protein 
301230 

cat700017758.rl 

BLASTX 

g3513727 

260 

3.0e-23 

72 

67 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm / score: 17.4 9, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

301231 

cat700017884.rl 

BLASTX 

g3393018 

161 

1.0e-ll 
67 



42454 



% identity 

NCBI Description 

Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

(AL031174) .hypothetical protein [Schizosaccharomyces pombe] 
301232 

cat700017912.rl 

BLASTX 

gll72977 

271 

2.0e-24 

63 

84 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

301233 

cat700018032.rl 

BLASTX 

g4467125 

284 . , ■ ■ 

7.0e-26 

64 

78 , 

(AL035538) putative protein [AraBa^pps is thaliana] , 

301234 ' ' '\ 

cat700018050.rl 

BLASTX 

g322752 

262 

2.0e-23 

73 

60 

auxin-independent growth promoter - Nicotiana tabacum 
>gi_559921_emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 

301235 

cat700018068.rl 

BLASTX 

g4093155 

197 

8.0e-16 

71 

58 

(AF088281) phytochrome-associated protein 1 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301236 

cat700018158.rl 

BLASTX 

gll2994 

239 

1.0e-20 

54 

91 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 



42455 



. Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI * GI 
« BLAST score 
^ E value 
*M Match length 

01 % identity 

■ ' - £S / - NCB ? Description 

Seq. No. 
s ff Seq. ID 
^ Method 
yl NCBI GI 

2 BLAST score 
E value 
Match length 

)=f % identity 

^ NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

301237 

cat700018189.rl 

BLASTX 

g3269285 

144 

1.0e-09 

60 

53 

(AL030978) hypothetical protein [Arabidopsis thaliana] 
301238 

cat700018373.rl 

BLASTX 

gl706956 

166 

4.0e-12 

70 

41 

(U58283*) cellulose synthase [Gossypium hirsutum] 
301239 " 

cat700018510.rl - ' 

BLASTX 

g70774 

385 

1.0e-37 

78 

100 

histone H4 (TH091) - wheat >gi_170747 (M12277) histone H4 
[Triticum aestivum] 

301240 

cat700018543.rl 

BLASTX 

g4539452 

346 

3.0e-33 

70 

84 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

301241 

cat700018555.rl 

BLASTX 

g3152566 

159 

3.0e-ll 

77 

45 

(AC002986) Similar to hypothetical protein YLR002c, 
gb_Z7314 from S. cerevisiae. [Arabidopsis thaliana] 



42456 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301242 

cat700018762.rl 

BLASTX 

g2281090 

203 

2.0e-16 

72 
58 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
301243 

cat700018814.rl 

BLASTX 

g584825 

310 

5.0e-29 

67 

85 

B2 PROTEIN >gi_322726_pir S321.24 B2 protein - carrot 

>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score / 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301244 , 

cat700018855.rl ■ * " 

BLASTX 

g2290400 

244 

3.0e-21 

70 

69 

(U91339) stearoyl-ACP desaturase [Helianthus annuus] 
301245 

cat700018911.rl 

BLASTX 

g2499477 

161 - 

2.0e-ll 

29 

97 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_861010_einb_CAA84396_ (Z34917) basl 
protein [Hordeum vulgare] 

301246 

cat700019030.rl 

BLASTN 

g22322 

82 

2.0e-38 

165 

88 

Z.mays mRNA for H2B histone (clone CH2B214) 



Seq. No. 
Seq. ID 
Method 



301247 

cat700019045.rl 
BLASTX 



42457 



NCBI GI 

BU\ST score 

E value 

Match length 

% identity 

NCBI Description 



gl34946 
277 

5.0e-25 

79 

65 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 

(STEAROYL-ACP DESATURASE) >gi_66361j?ir OHSPAD 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) 
precursor - spinach >gi_21230_emb_CAA4 4 687_ (X62898) 
stearoyl-acyl- [acyl-carrier-protein] desaturase [Spinacia 
oleracea] 



•m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq> No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301248 

cat700019120.rl 

BLASTX 

g4262240 

209 

4.0e-17 

49 

73 

(AC006200) putative stress protein [Arabidopsis thaliana] 

•■v3"01.24-9. , ' . A. , 

cat700019139:rl ■ ' ' 

BLASTX 
g595295 
199 

7.0e-16 

80 

50 

(U09269) delta6-palmitoyl-acyl carrier protein desaturase 
precursor [Thunbergia alata] 

301250 

cat700019151.rl 

BLASTX 

g3786011 

309 

8.0e-29 

72 

78 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% * identity 

NCBI Description 



301251 

cat700019203.rl 

BLASTN 

g22292 

87 

2.0e-41 

175 

87 

2. mays mRNA for glycine-rich protein 



Seq. No. 
Seq. ID 
Method 



301252 

cat700019228.rl 
BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method . 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g542157 
177 

2.0e-13 

66 

58 

ribosomal 5S RNA-binding protein 



Rice 



Seq. No. 
Seq. ID 
Method 



301253 

cat700019237.rl 

BLASTX 

g3219858 

194 

2.0e-15 

43 

86 

DNA-DIRECTED RNA POLYMERASE II 13.6 KD POLYPEPTIDE 

>gi_2129724_pir S71204 RNA polymerase II 13.6 kDa chain - 

Arabidopsis thaliana >gi_881501 (U28048) RNA polymerase II 
13.6 kDa subunit [Arabidopsis thaliana] 

301254 

cat700019241.rl 

BLASTX 

g2706450 

181 

1.0e-13 

69 

58 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

301255 

cat700019270.rl 

BLASTX 

g2832661 

232 

1.0e-19 

80 

60 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 

301256 

cat700019281.rl 

BLASTX 

g2347207 

140 

6.0e-09 

57 

40 

(AC002338) APG protein isolog [Arabidopsis thaliana] 
>gi_3150400 (AC004165) putative APG-like protein 
[Arabidopsis thaliana] 

301257 

cat700019338.rl 
BLASTX 



42459 



NCBI GI 


a2505874 


BLAST score . 


176 


E value 


2.0e-13 


Match length 


69 


% identity 


48 


NCBI Description 


(Y12776) putative kinase [Arabidopsis thaliana] 


Seq. No. 


301258 


Seq. ID 


cat700019396.rl 


Method 


BLASTX 


NCBI GI 


gl524383 . 


BLAST score 


152 


E value 


2.0e-10 


Match length 


47 


% identity 


68 


NCBI Description 


(X63374) 3-phosphoshilcimate 1-carboxyvinyltransf erase [Zea 




mays] 


Seq. No. 


301259 


Seq. ID 


cat700019404.rl 


Method 


BLASTX 


NCBI GI. 


gl206013 


BLAST score . 


262 


E" yalue v ''- 


3.0e-23 " 


Match length 


61 


% identity 


77 


NCBI Description 


(U44087) beta-D-glucosidase precursor [Zea mays] 


Seq. No. 


301260 


Seq. ID 


cat700019425.rl 


Method 


BLASTX 


NCBI GI 


g3128195 


BLAST score 


320 


E value 


4.0e-30 




77 


% identity 


79 


NCBI Description 


(AC004521) putative phosphoribosyl pyrophosphate synthetase 




[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 




phosphoribosyl pyrophosphate synthetase [Arabidopsis 




thaliana] 


Seq. No. 


301261 


Seq. ID 


cat700019446.rl 


Method 


BLASTX 


NCBI GI 


a3935181 


BLAST score 


187 


E value 


2.0e-14 


Match length 


46 


% identity 


70 


NCBI Description 


(AC004557) F17L21.24 [Arabidopsis thaliana] 


Seq. No. 


301262 


Seq. ID 


cat700019462.rl 


Method 


BLASTX 


NCBI GI 


g4165488 


BLAST score 


257 


E value 


8.0e-23 



42460 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



60 
83 

(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 
301263 

cat700019515.rl 

BLASTX 

g404688 

220 

2.0e-18 

75 

55 

(L19074) cytochrome P450 [Catharanthus roseus] 
301264 

cat700019575.rl 

BLASTX 

g2130003 

196 

3.0e-21 

64 

81 

squamosa-promoter binding protein 1 - garden snapdragon 
>gi_1183866_emb_CAA63113_ (X92369) squamosa-promo.ter 
binding protein 1 [Antirrhinum ma jus] 

301265 

cat700019675.rl 

BLASTX 

gll74745 

149 

5.0e-10 

49 

76 

TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi_1363523jpir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi_609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_10954 94 jprf 2109226B triosephosphate 

isomerase [Secale cereale] 

301266 

cat700019710.rl 

BLASTN 

gl68500 

49 

9.0e-19 

164 

83 

Maize (Zea mays) histone H4 gene (H4C14), complete cds 
301267 

cat700019715.rl 

BLASTX 

g2511531 

409 

2.0e-40 



42461 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
^'Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
~ Seq. ID 
~-=f Method 

NCBI GI 
01 BLAST score 
fg E value 
jp Match length . 
JEj % identity 
rf NCBI Description 

01 ' Seq. No. 

» Seq. ID 

L-3. Method 

L* NCBI GI 

rf BLAST score 

^ E value 

Match length 

D % identity 

q NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

fJCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
100 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 

301268 

cat700019756.rl 

BLASTX 

g2344901 

144 

2.0e-09 

31 

84 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 

301269 • 

cat700019764.rl 

BLASTX 

g4586246 

143 

2.0e-09 . 

39 

67 

(AL049640) putative protein [Arabidopsis thaliana] 
301270 

cat700019795.rl 

BLASTX 

g2058313 

137 

9.0e-09 

45 

51 

(X97433) cinnamoyl-CoA reductase [Eucalyptus gunnii] 
301271 

cat700019839.rl 

BLASTX 

gl619297 

389 

3.0e-38 

73 

100 

(Y08490) alpha-tubulin 2 [Hordeum vulgare] 
301272 

cat700020112.rl 

BLASTX 

g4587607 

221 

2.0e-18 

75 

53 

(AC006951) putative antisense basic fibroblast growth 
factor [Arabidopsis thaliana] 



42462 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301273 

cat700020186.rl 
BLASTX ' : 
g4567209 
168 

3.0e-12 

79 

47 

(AC007168) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301274 

cat700020314.rl 

BLASTN 

g22378 

35 

2.0e-10 

43 

95 

Z.mays gene for nucleic acid binding protein 



Seq. No. 
Seq. ID 
" Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



301275 

cat 700020344. r.l 

BLASTX 

gll72633 

186 

2.0e-14 

42 

86 

PROLIFERA PROTEIN >gi_675491 (L39954) contains MCM2/3/5 
family signature; PROSITE; PS00847; disruption leads to 
early lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR1441 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301276 

cat700020388.rl 

BLASTX 

gl405353 

170 

2.0e-12 

62 

56 

(D86086) canalicular multispecif ic organic anion 
transporter [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301277 

cat700020406.rl 

BLASTX 

gl66384 

163 

9.0e-12 

33 

94 

(M35867) histone H3 (H3-1, 



1) [Medicago sativa] 



Seq. No. 
Seq. ID 



301278 

cat700020418.rl 



42463 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score,;. 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g575730 

187 

1.0e-10.1 

187 

100 

Z.mays mRNA for transmembrane protein 
301279 

cat70,0020521.-rl 

BLASTX 

g4584545 

190 

8.0e-15 

65 

55 

(AL04 9608) putative protein [Arabidopsis thaliana] 
301280 

cat700020544.rl 

BLASTN 

g22292 

88 

4.0e-42 

116 ' 
94 

Z.mays mRNA for glycine-rich protein 
301281 

ca't700020547.rl 

BLASTX 

g2832644 

150 

3.0e-10 
44 

70 

(AL021710) teosinte branchedl - like protein [Arabidopsis 
thaliana] 

301282 

cat700020591.rl 

BLASTX 

g3687243 

205 

1.0e-16 

44 

89 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 

301283 

cat700020621.rl 

BLASTX 

g4585875 

220 

2.0e-18 
58 



42464 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match. length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



69 

(AC005850) Unknown protein [Arabidopsis thaliana] 
301284 

cat700020642.rl 
BLASTX 
g2662341 
383 

1.0e-37 
73 
97 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

301285 

cat700020659.rl 
BLASTX 
g3236252 
145 

1.0e-09 
56 
55 

(AC004684) CERl-like protein [Arabidopsis thaliana] 
301286 

cat700020669.rl 
BLASTX 
g729671 
151 

2.0e-10 
32 
94 

HISTONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 
301287 

cat700020717.rl 
BLASTX 
gl362086 
405 

6.0e-40 
83 
94 

5-methyltetrahydropteroyltriglutamate--homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

301288 

cat700020833.rl 
BLASTX 
• gl35398 
415 



42465 



E value 
Match length 
% identity 
NCBI Description 



3.0e-41 

77 

100 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. , No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301289 

cat700020905.rl 

BLASTX 

g82733 

291 

1.0e-26 

83 

72 

ubiquitin fusion protein 
ubiquitin fusion protein 
ubiquitin fusion protein 



UBF9 - maize >gi_168651 (M68937) 
[Zea mays] >gi_902527 (U29161) 
[Zea mays] 



>gi_1589388_prf 2211240B ubiquitin fusion protein [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
^ BLAST score 
E value 
Match length 
% identity 
NCBI Description 



301290 

cat700020907.rl 

BLASTX 

g4115386 

144 

1.0e-09 

72 

47 

(AC005967) unknown protein 



[Arabidopsis thaliana] 



301291 

cat700020950.rl 

BLASTX 

g2624328 

195 

2.0e-15 

60 

60 

(AJ002894) OsGRP2 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301292 

cat700021164.rl 

BLASTX 

gl21982 

168 

3.0e-12 

36 

92 

HISTONE H2A.2.2 
301293 

cat700021167.rl 

BLASTX 

g886740 

232 

7.0e-20 



42466 



Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
86 

(X84376) histone 4 [Zea mays] 
301294 

cat700021185.rl 

BLASTX 

g3142295 

179 

1.0e-13 

70 

51 

(AC002411) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. [Arabidopsis 
thaliana] 

301295 

cat700021266.rl 

BLASTX 

g2191187 

161 

1.0e-ll 

52 

62 

(AF007271) contains similarity to a DNAJ-like domain 
[Arabidopsis thaliana] 

301296 

cat700021355.rl 

BLASTX 

g2274859 

168 

3.0e-12 

32 

97 

(AJ000016) Cksl protein [Arabidopsis thaliana] 
>gi_4510420_gb_AAD21506.1_ (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana] 

301297 

cat700021473.rl 

BLASTX 

g4539671 

169. 

2.0e-12 

53 

68 

(AF061282) serine carboxypeptidase [Sorghum bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value • 
Match length 



301298 

cat700021486.rl 

BLASTN 

g22320 

34 

8.0e-10 
64 



42467 



% identity 

NCBI Description 



89 

Maize HI mRNA -for HI histone 



S^rr Nei 


301299 


Seq. ID 


cat700021541.rl 


Method 


BLASTX 


NCBI GI 


g4038471 


BLAST score 


228 


E value 


3.0e-19 


Match length 


52 


% identity 


83 


NCBI Description 


(AF111029) 40S ribosomal protein S27 homolog [Zea ] 


Seer No 


301300 


Seq. ID 


cat700021543.rl 


Method 


BLASTN 


NCBI GI 


g662931 


BLAST score 


41 


E value 


6.0e-14 


Match length 


61 


% identity 


92 


NCBI Description 


G.max mRNA for heat shock transcription factor 


Seer No 


301301 ~ " 


Seq. ID 


cat700021548.rl 


Method 


BLASTX 


NCBI GI 


gl304409 


BLAST score 


162 ' 


E value 


1.0e-ll 


Match length 


61 


% identity 


52 


NCBI Description 


(U40344) myristyl-ACP desaturase [Pelargonium hort 


tD C U . LiU • 


301302 


Seq. ID 


cat700021636.rl 


Method 


BLASTN 


NCBI GI 


g2645165 


BLAST score 


69 


E value 


1.0e-30 


Match length 


85 


% identity 


95 


NCBI Description 


Oryza sativa mRNA, similar to ribosomal protein 


<J C ^ • INU • 


301303 


Seq. ID 


cat700021704.rl 


Method 


BLASTX 


NCBI GI 


g3152596 


BLAST score 


156 


E value 


6.0e-ll 


Match length 


75 


% identity 


56 


NCBI Description 


(AC002986) YUP8H12R.36 [Arabidopsis thaliana] 


Seq. No. 


301304 


Seq. ID 


cat700021768.rl 


Method 


BLASTX 


NCBI GI 


g4006878 



42468 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



183 

5.0e-14 

60 

53 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
301305 

cat700021776.rl 

BLASTN 

gl906603 

48 

2.0e-18 

64 

94 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

301306 

cat700021789.rl 

BLASTX 

g498931 

205 . , ■ . 

1.0e-16 

70 

63 

(Z12825) ORF167; homologous to reverse transcriptases from 
retroviral-like transposons TNT 1-94 from tobacco and COPIA 
from Drosophila [Beta vulgaris] 



Seq. No. 


301307 


Seq. ID 


cat700021845.rl 


Method 


BLASTN 


NCBI GI 


g312178 


BLAST score 


.71 


E value 


4.0e-32 


Match length 


75 


% identity 


49 


NCBI Description 


• Z.mays GapC2 gene 


Seq. No. 


301308 


Seq. ID 


cat700021935.rl 


Method 


BLASTX 


NCBI GI 


g3335363 


BLAST score 


155 


E value 


9.0e-ll 


Match length 


72 


% identity 


40 


NCBI Description 


(AC003028) hypothetical 


Seq. No. 


' 301309 


Seq. ID 


cat700022019.rl 


Method 


BLASTX 


NCBI GI 


g2583135 


BLAST score 


319 


E value 


5.0e-30 


Match length 


67 



42469 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



87 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 
>gi_4322477_gb_AAD16053_ (AF087015) abnormal floral organs 
protein [Arabidopsis thaliana] 

301310 

ceu700421522.hl 

BLASTX 

g462195 

436 

2.0e-43 

93 

89 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682__pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

301311 

ceu700421529.hl 
BLASTX 

g2244989 ' :; 

223 

1.0e-18 

71 

62 

(Z97340) strong similarity to naringenin 3-dioxygenase 
[Arabidopsis thaliana] 

301312 

ceu700421531.hl 

BLASTX 

g3292817 

244 

6.0e-21 

95 - 
55 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
301313 

ceu700421571.hl 

BLASTX 

g3721836 

202 

4.0e-16 

59 

75 

(AB013384) HIP3 [Homo sapiens] 
301314 

ceu700421578.hl 

BLASTX 

g3269291 

190 

1.0e-14 



42470 



ITS 

f*1 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



76 
57 

(AL030978) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



301315 

ceu700421596.hl 

BLASTX 

g4210948 

257 

1.0e-22 

50 
96 

(AF085275) DnaJ protein [Hevea brasiliensis] 
301316 

ceu700421675.hl 
BLAST N 
g4503730 
78 

3.0e-36 

98 

95 

Homo sapiens FK506-binding protein 6 (36kD) (FKBP6) mRNA, 
and translated products >gi_3319236_gb_AF038847_AF038847 
Homo sapiens 36 kDa FK506 binding protein (FKBP36) mRNA, 
complete cds 



301317 

ceu700421714.hl 
BLAST N ■ 
gl657753 

187 v 

1.0e-101 

199 

98^ 

Human elastin (ELN) gene, partial cds, 
(LIMK1) gene, complete cds 



and LIM-kinase 



301318 

ceu700421719.hl 

BLASTN 

g22430 

233 

1.0e-128 

275 

97 

Maize pseudo-Gpa2 pseudogene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A 

301319 

ceu700421726.hl 

BLASTN 

g3413919 

146 

8.0e-77 
158 



42471 



% identity 

NCBI Description 



98 

Homo sapiens mRNA for KIAA0479 protein, partial cds 



Seq. No. 301320 

Seq. ID ceu700421728.hl 

Method BLASTX 

NCBI GI g3292816 

BLAST score 169 

E value 3.0e-12 

Match length 60 

% identity 60 

NCBI Description (AL031018) putative fizzy- related protein [Arabidopsis 
thaliana] 

Seq. No. 301321 

Seq. . ID ceu700421730.hl 

Method BLASTX 

NCBI GI g4585897 

BLAST score 189 

E value 1.0e-14 

Match length 55 

% identity 64 

NCBI Description (AC007133) hypothetical protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method s 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301322 

ceu700421753.hl 

BLASTN 

g22221 

44 

1.0e-15 

60 

93 

Z.mays ZSF4C3 gene for zein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



301323 

ceu700421774.nl 

BLASTN 

g4454705 

146 

7.0e-77 

150 

99 

Homo sapiens chromosome 17 HSPC009 mRNA, 



complete cds 



Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



301324 

ceu700421787.hl 

BLASTX 

gl709848 

191 

7.0e-15 

78 

53 

PHOTOS YSTEM II REACTION CENTRE W PROTEIN 

>gi_2147936j?ir S73268 photosystem II protein W - Porphyra 

purpurea chloroplast >gi_1276813* (U38804) Photosystem II * 
protein W [Porphyra purpurea] 



42472 



Seq. No. 


301325 


Seq. ID 


ceu700421808.hl 




RT.A9TX 


NCBI GI 


g2393722 


BLAST score 


180 


E value 


9.0e-14 


Match length 


36 


% identity 


'97 


NCBI Description 


(U90313) glutathione-S-transferase homolog [Homo sapiens 


Seq. No. 


301326 


Seq. ID 


ceu700421842.hl 


Method 


BLASTN 




a3342001 


BLAST score 


134 


E value 


1.0e-69 


Match length 


183 


% identity 


94 


NCBI Description 


Homo sapiens hematopoietic cell derived zinc finger prot 




mRNA, complete cds 


Seq. No. 


301327 


Seq. ID 


ceu700421848.hl 


Method 


BLASTX 




g*l £. DjO j1 


BLAST score 


140 


E value 


6.0e-09 


Match length 


78 


% identity 


44 


NCBI Description 


(AC006067) putative reverse transcriptase [Arabidopsis 




thaliana] 


Seq. No. 


301328 


Seq. ID 


ceu700421861.hl 


Method 


BLASTX 


IN \* a J- ul 




BLAST score 


306 


E value 


2.0e^28 


Match length 


71 


% identity 


82 


NCBI Description 


(AF106660) mRNA binding protein precursor [Lycopersicon 




esculentum] 


Seq. No. 


301329 


Seq. ID 


ceu700421876.hl 




Diinu J. IN 


NCBI GI 


g3043569 


BLAST score 


125 


E value 


3.0e-64 


Match length 


154 . 


% identity 


94 


NCBI Description 


Homo sapiens mRNA for KIAA0523 protein, partial cds 


Seq. No. 


301330 


Seq. ID 


ceu700421973.hl 


Method 


BLASTX 



42473 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3641252 
281 

1.0e-25 

57 

86 

(AF053127) 
domestical 



leucine-rich receptor-like protein kinase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



301331 

ceu700422069.hl 

BLASTX 

gl001257 

235 

5.0e-20 

84 

51 

(D64003) hypothetical protein [Synechocystis sp.] 
301332 

ceu700422087.hl 
BLASTX 

g4506883 ' ■ 

186 /V. 

2.0e-14 

39 

97 

semenogelin -I >gi_134426_sp_P04279_SEMl_HUMAN SEMENOGELIN I 
PROTEIN PRECURSOR (SGI) [CONTAINS: SEMINAL BASIC PROTEIN; 
ALPHA-INHIBIN-92; ALPHA-INHIBIN-31 ] >gi_338019 (J04440) 
semenogelin [Homo sapiens] 

301333 

ceu700422091.hl 

BLASTN 

g2411434 

243 

1.0e-134 

251 
99 

Human Xp22 contig of 3 PACS (R7-39D12, R7-134G1, R7-185L21) 
from the Roswell Park Cancer Institute, complete sequence 
[Homo sapiens] 

301334 

ceu700422165.hl 

BLASTX 

g4539355 

139 

9.0e-09 

68 

46 

(AL04 9525) putative protein [Arabidopsis thaliana] 
301335 

ceu700422192.hl 

BLASTX 

g4432825 



42474 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292 

1.0e-26 ' r • 

83 

61 

(AC006593) putative S0P2p protein [Arabidopsis thaliana] 
301336 

ceu700422230.hl 

BLASTX 

g3212861 

195 

2.0e-15 

46 

78 

(AC004005) unknown protein [Arabidopsis thaliana] 
301337 

ceu700422244.hl 

BLASTN 

g452340 

79 

7.0e-37 

95 . . 
"96 

Z.mays mRNA for type II light-harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301338 

ceu700422316.hl 

BLASTN 

gl684871 

159 

1.0e-84 

163 
99 

Homo sapiens LPS-Induced TNF-Alpha Factor 
complete cds ^ 



(LITAF) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301339 

ceu700422377.hl 

BLASTX 

g82733 

190 

6.0e-15 

39 

90 

ubiquitin fusion protein UBF9 - maize >gi_168651 (M68937) 
ubiquitin fusion protein [Zea mays] >gi_902527 (U29161) 
ubiquitin fusion protein [Zea mays] 

>gi_1589388_prf 2211240B ubiquitin fusion protein [Zea 

mays] 

301340 

ceu700422385.hl 

BLASTX 

g99758 

159 



42475 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

37 

76 

monosaccharid transport protein STP4 - Arabidopsis thaliana 
>gi_16524_emb_CAA47325_ (X66857) sugar transport protein 
[Arabidopsis thaliana] 

301341 

ceu700422424.hl 

BLASTN 

g4567173 

107 

1.0e-53 

123 

97 

Homo sapiens chromosome 19, cosmid R34187, complete 
sequence 

301342 

ceu700422426.hl 

BLASTX 

g3914555 

2.34 ■ • 

4.0e-20 " : 
71 
68 

PUTATIVE RIBOSOME-BINDING FACTOR A, CHLOROPLAST PRECURSOR 
>gi_3096942_emb_CAA18852.1_. (AL023094) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301343 

ceu700422519.hl 

BLASTX 

g3941468 

259 

8.0e-23 

55 

78 

(AF062888) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI. 
BLAST score 



301344 

ceu700422540.hl 

BLASTX 

gl747296 

330 

4.0e-31 

70 

97 

(D45384) vacuolar H+-pyrophosphatase [Oryza sativa] 
>gi_3298476_dbj_BAA31524_ (AB012766) ovp2 [Oryza sativa] 

301345 

ceu700422613.hl 

BLASTN 

g405634 

85 



42476 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-40 

180 

88 

Z.mays zmcpt mRNA triose phosphate/phosphate translocator 
301346 

ceu700422631.hl 
BLAST X 
g226213.6 
159 

2.0e-ll 

31 

94 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] >gi_4263520_gb_AAD15346_ (AC004044) 
predicted protein of unknown function [Arabidopsis 
thaliana] 

301347 

ceu700422639.hl 

BLASTX 

g4506885 

227 

3.0e-19 

58 

79 

semenogelin II >gi_401079_sp_Q02383jSEM2_HUMAN SEMENOGELIN 

II PRECURSOR (SGII) >gi_34 6359 jpir A43412 semenogelin II 

precursor - human >gi_307418 (M81651) semenogelin II [Homo 
sapiens] >gi_338239 (M81652) semenogelin II [Homo sapiens] 
>gi_1147570_emb_CAA87637_ (Z47556) semenogelin II [Homo 
sapiens] 



Seq. No. 


301348 


Seq. ID 


ceu700422736.hl 


Method 


BLASTX 


NCBI GI 


g2832677 


BLAST score 


154 


E value 


2.0e-10 


Match length 


82 


% identity 


38 


NCBI Description 


(AL021712) hypothetical 


Seq. No. 


301349 


Seq. ID 


ceu700422775.hl 


Method 


BLASTN 


NCBI GI 


g2984582 


BLAST score 


120 


E value 


4.0e-61 


Match length 


268 


% identity 


95 


NCBI Description 


Homo sapiens chromosome 




sequence [Homo sapiens] 


Seq. No. 


301350 


Seq. ID 


ceu700422887.hl 


Method 


BLASTX 



42477 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455271 
240 

1.0e-20 

81 

56 

(AL035527) serine protease-like protein [Arabidopsis 
thaliana] 



Seq. No. 


301351 


Seq. ID 


ceu700422908.hl 


Method 


BLASTX 


NCBI GI 


g2244940 


BLAST score 


161 


E value 


3.0e-ll 


Match lenath 


47 


% identity 


64 


NCBI Description 


(Z97339) hypothetical 


Seq. No. 


301352 


Seq. ID 


ceu700422974.hl 


Method 


BLASTN 


NCBI GI 


gl663516 


BLAST score 


172 


E value 


4.0e-92 


Match length 


234 


% identity 


94 


NCBI Description 


Homo sapiens mRNA for 




cds 


Seq. No. 


301353 


Seq. ID 


ceu700423143.hl 


Method 


BLASTN 


NCBI GI 


g2898171 


BLAST score 


103 


E value 


2.0e-51 


Match length 


115 


% identity 


97 



NCBI Description 



Homo sapiens microtubule-associated protein tau (tau) gene, 
alternatively spliced products, exon 13/14 and complete cds 



Seq. No. 301354 

Seq. ID ceu700423146.hl 

Method BLASTX 

NCBI GI g3293031 

BLAST score 320 

E value 6.0e-30 

Match length 90 

% identity 67 

NCBI Description (AJ007574) amino acid carrier [Ricinus communis] 

Seq. No. 301355 

Seq. ID ceu700423150.hl 

Method BLASTX 

NCBI GI g2494275 

BLAST score 253 

E value 4.0e-22 

Match length 88 



42478 



% identity 

NCBI Description 



55 

ELONGATION FACTOR/ P (EF-P) >gi_1399829 (U59235) elongation 
factor P [Synechococcus PCC7942] 



Seq. No. 301356 

Seq. ID ceu700423233.hl 

Method BLASTX 

NCBI GI g2760327 

BLAST score 246 

E value 4.0e-21 

Match length 58 

% identity 79 

NCBI Description (AC002130) F1N21.12 [Arabidopsis thaliana] 

Seq. No. 301357 

Seq. ID ceu700423234.hl 

Method BLASTX 

NCBI GI gl279876 

BLAST score 148 

E value 2.0e-14 

Match length 61 

% identity 61 

NCBI Description (U52867) high affinity sulfate transporter HVST1 [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301358 

ceu700423243.hl 

BLASTN 

gl213279 

54 

1.0e-21 

54 

100 

Z.mays ZEMc gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301359 

ceu700423301.hl ~ 
BLASTX -r 
g231654 
157 

5.0e-ll 

33 

88 

BRITTLE-1 PROTEIN PRECURSOR >gi_82676jpir JQ1459 Btl 

protein precursor - maize >gi_168426 (M79333) brittle-1 
protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301360 

ceu700423456.hl 

BLASTX 

g3193328 

296 

4.0e-27 

76 

67 

(AF069299) No definition line found [Arabidopsis thaliana] 



42479 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301361 

ceu700423471, 
BLASTN 
g4240320 
275 

1.0e-153 

287 

99 

Homo sapiens 



hi 



mRNA for KIAA0916 protein, partial cds 



301362 

ceu700423583.hl 

BLASTN 

g4503872 

83 

2.0e-39 

99 

96 

Homo sapiens glutamate decarboxylase 1 (brain, 67kD) 
mRNA >gi_182935_gb_M81883_HUMGAD67A Human glutamate 
decarboxylase (GAD 67 ) mRNA, complete cds. 
>gi_1408341__gb_G28526_G28526 human STS SHGC-31511 



(GAD1) 



Seq. No. 


301363 


Seq. ID 


ceu700423665.hl 


Method 


BLASTX 


NCBI GI 


. g3522947 


BLAST score 


T 179 


E value 


2.0e-13 


Match length 


52 


% identity 


62 


NCBI Description 


(AC004411) hypothetical protein [Arabidopsis 


Seq. No. 


301364 


Seq. ID 


ceu700423670.hl 


Method 


BLASTX 


NCBI GI 


g4510348 


BLAST score 


148 


E value 


8.0e-10 


Match length 


57 


% identity 


60 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thai; 


Seq. No. 


301365 


Seq. ID 


ceu700423689.hl 


Method 


BLASTX 


NCBI GI 


g419792 


BLAST score 


419 


E value 


1.0e-41 


Match length 


84 


% identity 


94 


NCBI Description 


alternative oxidase - voodoo lily >gi_21216_< 



(Z15117) salicylic acid-inducible alternative 
[Sauromatum guttatum] 



oxidase 



Seq. No. 
Seq. ID 



301366 

ceu700423711.hl 



42480 



En 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g733457 

84 

6.0e-40 

127 

94 

Zea mays chlorophyll a/b-binding apoprotein CP24 
mRNA, complete cds 



(Lhcb6-1) 



301367 

ceu700423717.hl 

BLASTX 

g2129628 

154 

2.0e-10 

92 

43 

ketoconazole resistent protein - Arabidopsis thaliana 
>gi_928938_emb_CAA61433_ (X89036) ketoconazole resistent 
protein [Arabidopsis . thaliana] 



Lii 


Seq. No. 


301368 




.jE 


Seq. ID 


ceu700423838.hl 






Method 


BLASTX 






NCBI GI 


g4206306 








289 




.sss* 


E value 


2.0e-41 




2 


Match length 


89 






% identity 


95 






NCBI Description 


(AF049110) prpol 


[Zea mays] 




Seq. No. 


301369 




5 ; 


Seq. ID 


ceu700423847.hl 






Method 


BLASTN 






NCBI GI 


g387670 






BLAST score 


135 






E value 


2.0e-70 






' Match length 


139 






% identity 


99 






NCBI Description 


Human MG61 mRNA, 


partial cds 




Seq. No. 


301370 






Seq. ID 


ceu700423863.hl 






Method 


BLASTN 






NCBI GI 


g4507098 






BLAST score 


59 






E value 


8.0e-25 






Match length 


132 






% identity 


95 






NCBI Description 


Homo sapiens synaptosomal-as: 






mRNA >gi_2373387_ 


_dbj_D21267_l 






complete cds 






Seq. No. 


301371 






Seq. ID 


ceu700423877.hl 






Method 


BLASTX 






NCBI GI 


g4467125 





25kD (SNAP25) 



42481 



BLAST score 
E value 
Match length 
% identity • 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



208 

8.0e-17 

88 

53 

(AL035538) putative protein [Arabidopsis thaliana] 



301372 

ceu700423958.hl 
BLAST N , ■ - 

g2668747 
61 

7.0e-26 

61 

100 

Zea mays ribosomal protein L17 



(rpll7) mRNA, complete cds 



301373 

ceu700423967.hl 

BLASTN 

g3360421 

223 

1.0e-122 

243 

98 

Homo sapiens clone 23887 mRNA sequence 
301374 

ceu700424002.hl 

BLASTX 

g585574 

234 

4.0e-20 

52 

85 

NEURONAL PROTEIN NP25 >gi_2119343 _j?ir 152644 neuronal 

protein - rat >gi_205755 (M84725) neuronal protein [Rattus 
norvegicus] 

301375 

ceu700424010.hl 

BLASTN 

g3097872 

120 

4.0e-61 

245 
97 

Homo sapiens chromosome 17, clone HCIT305D20, complete 
sequence [Homo sapiens] 

301376 

ceu700424017.hl 
BLASTN ' 
gl835730 
33 

4.0e-09 

33 

100 



42482 



NCBI Description 



Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Sea. No. 


301377 


Seq. ID 


ceu700424046.hl 


Method 


BLASTX 


NCBI GI 


g2286121 


BLAST score 


144 


E value 


2.0e-09 


Match length 


42 ... 


% identity 


69 


NCBI Description 


(U88068) secl4 like protein [Oryza sativa] 


Seq. No. 


301378 


Seq. ID 


ceu700424085.hl 


Method 


BLASTN 


NCBI GI 


g37967 


BLAST score 


198 


E value 


1.0e-107 


Match length 


254 


% identity 


94 


NCBI Description 


H. sapiens WRS gene for tryptophanyl-tRNA synthetase, 


Seer. No. 


301379 


Seq. ID 


ceu700424116.hl 


Method 


BLASTN 


NCBI GI 


g3413869 


BLAST score 


120 


E value 


5.0e-61 


Match length 


252 


% identity 


91 


NCBI Description 


Homo sapiens mRNA for KIAA0454 protein, partial cds 


Seq. No. 


301380 


Seq. ID 


ceu700424174.hl 


Method 


BLASTX 


NCBI GI 


g2815606 


BLAST score 


140 


E value 


1.0e-13 


Match length 


56 


% identity 


76 


NCBI Description 


(AF025439) Opa-interacting protein OIP3 [Homo sapiens 


Sea No 


301381 


Seq. ID 


ceu700424195.hl 


Method 


BLASTX 


NCBI GI 


g461999 


BLAST score 


166 


E value 


1.0e-20 


Match length 


82 


% identity 


67 


NCBI Description 


ELONGATION FACTOR G, CHLOROPLAST PRECURSOR (EF-G) 


Seq. No. 


301382 


Seq. ID 


ceu700424281.hl 


Method 


BLASTX 


NCBI GI 


g4510348 



42483 



BLAST score 


158 


E value 


3.0e-ll 


Match length 


60 


% identity 


70 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thai 


Seq. No. 


301383 


Seq. ID 


ceu700424324.hl 


Method 


BLASTX 


MPDT (IT 




BLAST score 


152 


E value 


3.0e-10 


Match length 


53 


% identity 


62 


NCBI Description 


(M28584) MHC class II DR-beta [Homo sapiens] 


Seq. No. 


301384 


Seq. ID 


ceu700424327.hl 


Method 


BLASTX 


NCBI GI 


g4508068 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


63 


% identity 


57 


NCBI Description 


(AC005882) 3063 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301385 

ceu700424345.hl 

BLASTX 

g466160 

230 

2.0e-19 

58 

76 

HYPOTHETICAL 9. 
>gi_630771_pir_ 



.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 
S44 903 ZK652.3 protein - Caenorhabditis 
elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



301386 

ceu700424359.hl 

BLASTX 

g2494849 

287 

3.0e-26 

77 

69 

HYDROXYACYLGLUTATHIONE HYDROLASE (GLYOXALASE II) (GLX II) 
>gi_1237213_emb_CAA62483_ (X90999) glyoxalase II [Homo 
sapiens] 

301387 

ceu700424413.hl 

BLASTN 

g3582311 

63 

2.0e-27 



42484 



Match length 


87 


% identity 


93 


NCBI Description 


Human Chromosome 16 BAC < 




sequence [Homo sapiens] 


Seq. No. 


301388 


Seq. ID 


ceu700424487.hl 


Method 


BLASTN 






BLAST "score 


79 


E value 


5.0e-37 


Match length 


87 


% identity 


98 


NCBI Description 


Homo sapiens katanin p80 


Seq. No. 


301389 


Seq. ID 


ceu700424502.hl 


Method 


BLASTX 


NCBI GI 


gl33978 


BLAST score 


255 


E value 


2.0e-22 


Match length 


75 


% identity 


73 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S6 



>gi_70932_pir R3RTS6 ribosomal protein S6 - rat 

>gi_70933jpir R3MS6 ribosomal protein S6 - mouse 

>gi_319910jpir R3HU6 ribosomal protein S6 - human 

>gi_36148_emb_CAA47719_ (X67309) ribosomal protein S6 [Homo 
sapiens] >gi_54010_emb_CAA68430_ (Y00348) ribosomal protein 
S6 [Mus musculus] >gi_206747 (M29358) ribosomal protein S6 
[Rattus norvegicus] >gi_307393 (M77232) ribosomal protein 
S6 [Homo sapiens] >gi_l 17754 9_emb_CAA9 09 36_ (Z54209) rpS6 
[Mus musculus] 



Seq. No. 


301390 


Seq. ID 


ceu700424520.hl 


Method 


BLASTX 


NCBI GI 


g3288881 


BLAST score 


292 


E value 


1.0e-26 


Match length 


88 


% identity 


77 


NCBI Description 


(AF073839) bithoraxoid-like ; 


Seq. No. 


301391 


Seq. ID 


ceu700424560.hl 


Method 


BLASTX 


NCBI GI 


g4468986 


BLAST score 


176 


E value 


4.0e-13 


Match length 


66 


% identity 


44 


NCBI Description 


(AL035605) putative protein 


Seq. No. 


301392 


Seq. ID 


ceu700424624.hl 


Method 


BLASTN 



42485 



NCBI GI 


g4506044 


BLAST score 


105 


Cj vaxuc 


3.0e-52 


Match length 


173 


% identity 


88 


NCBI Description 


Homo sapiens proteoglycan 1, secretory 




>gi_32432_emb_X17042_HSHPCP Human mRNA 


• 


proteoglycan core protein 


Seq. No. 


301393 


Seq. ID 


ceu700424638.hl 


Method 


BLASTN 


NCBI GI 


g4090180 




85 


E value 


2.0e-40 


Match length 


120 


% identity 


93 


NCBI Description 


Homo sapiens Xp22-150 BAC GSHB-309P15 (< 




BAC Library) complete sequence [Homo sa; 


Seq. No. 


301394 


Seq. ID 


ceu700424641.hl 


Method . 


BLASTN 


Vt \j D J. Ul 




BLAST score 


142 


E value 


2.0e-74 


Match length 


178 


% identity 


97 


NCBI Description 


Human Cu/Zn superoxide dismutase gene 


Seq. No. 


301395 


Seq. ID 


ceu700424686.hl 


Method 


BLASTX 


NCBI GI 


g3287688 


BLAST score 


148 


E value 


5.0e-10 


Match length 


40 


% identity 


72 


NCBI Description 


(AC003979) Contains similarity to ycf37 



gb_1001425 from Synechocystis sp. . genome gb_D63999. ESTs 
gb_T43026, gb_R64902, gb_Z18169 and gb_N37374 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301396 

ceu700424714.hl 

BLASTX 

g3006143 

164 

1.0e-ll 

42 

69 

(AL022299) hypothetical protein 



[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301397 

ceu700424732.hl 

BLASTX 

g2244816 



42486 



BLAST score 

E' value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162 

2.0e-ll 

67 

40 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
301398 

ceu700424769.hl 

BLASTX 

g4115559 

238 

2.0e-20 

82 

50 

(AB013596) UDP-glucose : anthocysnin 5-O-glucosyltransf erase 
[Perilla frutescens] 



Seq. No. 


301399 


Seq. ID 


ceu700424933.hl 


Method 


BLASTX 


NCBI GI 


g3779218 


BLAST score 


142 


E value 


3.0e-09 


Match length 


36 


% identity 


72 


NCBI Description 


(AF030879) protein kinase CPK1 [Solanum tuberosum] 


Seq. No. 


301400 


Seq. ID 


ceu700424993.hl 


Method 


BLASTX 


NCBI GI 


g!806192 


BLAST score 


164 


E value 


9.0e-12 


Match length 


84 


% identity 


40 


NCBI Description 


(284395) sppA [Mycobacterium tuberculosis] 


Seq. No. 


301401 


Seq. ID 


ceu700424996.hl 


Method 


BLAST N 


NCBI GI 


g3036778 


BLAST score 


121 


E value 


5.0e-62 


Match length 


129 


% identity 


98 


NCBI Description 


Human DNA sequence from cosmid 398G5 from a -region 



tip of the short arm of chromosome 16, spanning 2Mb of 
16pl3.3. Contains RAR (RAS like GTPASE) like gene, an 
anonymous gene and ESTs. Contains CpG island 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301402 

ceu700425005.hl 

BLASTX 

g295855 

313 

3 . Oe-2.9 
64 



42487 



o 
^0 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

(X15642) P-pyruvate carboxylase [Zea mays] 
301403 

ceu700425034.hl 

BLASTX 

g2979544 

320 

7.0e-30 

93 

60 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 
301404 

ceu700425066.hl 

BLASTX 

g4507065 

440 

5.0e-44 

92 

83 

secretory leukocyte protease inhibitor 
(antileukoproteinase) >gi_113636_sp_P03973_ALKl_HUMAN 
ANTILEUKOPROTEINASE 1 PRECURSOR (ALP) (HUSI-1) (SEMINAL 
PROTEINASE INHIBITOR) (SECRETORY LEUKOCYTE PROTEASE 
INHIBITOR) (BLPI) (MUCUS PROTEINASE INHIBITOR) .(MPI) 

>gi_1070529_j)ir TIHUSP antileukoproteinase 1 precursor - 

human >gi_28639_emb_CAA28158_ (X04470) precursor ALP [Homo 
sapiens] >gi_364 91_emb_CAA28188_ (X04503) SLPI-precursor 
[Homo sapiens] >gi_758101_emb_CAA28187_ (X04502) secretory 
leukocyte protease inhibitor (SLPI) [Homo sapiens] 
>gi_4378759_gb_AAD19661_ (AF114471) secretory leukocyte 
proteinase inhibitor precursor [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301405 

ceu700425119.hl 

BLASTN 

g3176654 

70 

1.0e-31 

123 

96 

Homo sapiens chromosome 16, cosmid clone RT140 (LANL) , 
complete sequence [Homo sapiens] 

301406 

ceu700425120.hl 

BLASTX 

g4102582 

163 

2.0e-ll 

63 

52 

(AF013115) CAO [Arabidopsis thaliana] 



Seq. . No. 
Seq. ID 



301407 

ceu700425135.hl 



42488 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g687589 

163 

7.0e-87 

187 

97 

Human (AFlq) mRNA, complete cds 
301408 

ceu700425136.hl 

BLASTN 

g285909 

177 

4.0e-95 

212 

97 

Homo sapiens P2 mRNA for ATP synthase subunit c, 
cds 



complete 



LJ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



301409 

ceu700425224.hl 

BLASTX 

g4262242 

148 

1.0e-16 w • 

52 

84 

(AC006200) NADC homolog [Arabidopsis thaliana] 
301410 

ceu700425227.hl 

BLASTN 

g3550039 

114 

7.0e-58 

121 

99 

Human DNA sequence from clone 333H23 on chromosome 
22ql2.1-12.3. Contains the (possibly alternatively spliced) 
RPL3 gene for 60S Ribosomal Protein L3 and the threefold 
alternatively spliced gene for Synaptogyrin 1A, IB 

301411 

ceu700425273.hl 

BLASTN 

g3281967 

142 

2.0e-74 

169 

96 

Human DNA sequence from clone 425C14 on chromosome 6q22 
Contains the HSF2 gene for Heat Shock Factor 2 (Heat Shock 
Transcription Factor 2, HSTF 2) and an unknown gene similar 
to the placental protein DIFF33 gene. Contains 

301412 

ceu700425274.hl 



42489 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

gl633547 

101 

6.0e-50 

167 

98 

Human chromosome 12pl3 sequence, 
sapiens] 



complete sequence [Homo 



301413 

ceu700425276.hl 

BLASTN 

g3582736 

98 

4.0e-48 

105 

99 

Homo sapiens putative holocytochrome c-type synthetase 
(HCCS) gene, nuclear gene encoding mitochondrial protein, 
exon 



Seq. No. 


301414 


Seq. ID 


ceu700425315.hl 


Method 


BLASTX 


NCBI GI 


g3800742 


bii/ioi score 


i a n 


E value 


4.0e-09 


Match length 


35 


% identity 


80 


NCBI Description 


(AF036548) RGC-32 [Rattus no: 


Seq. No. 


301415 


Seq. ID 


ceu700425331.hl 


Method 


BLASTN 


NCBI GI • 


g533965 


BLAST score 


134 


E value 


1.0e-69 


Match length 


188 


% identity 


93 


NCBI Description 


H. sapiens (xs99) mRNA, 344bp 


Seq. No. 


301416 


Seq. ID 


ceu700425370.hl 


Method 


BLASTX 


NCBI GI 


g3287693 


BLAST score 


210 


E value 


2.0e-22 


Match length 


62 


% identity 


87 


NCBI Description 


(AC003979) Similar to LIM17 < 




the genome of Synechocystis i 




thaliana] 


Seq. No. 


301417 


Seq. ID 


ceu700425446.hl 


Method 


BLASTN 


NCBI GI 


gl228046 



gb_D90916. [Arabidopsis 



42490 



BLAST score 


130 


E value 


3.0e-67 


Match length 


150 


% identity 


97 


NCBI Description 


Human mRNA for KIAA0199 gene, 


Seq. No. 


301418 


Seq. ID 


ceu700425609.hl 


Method 


BLASTX 


NCBI GI 


a2832692 


BLAST score 


239 


E value 


2.0e-20 


Match length 


63 


% identity 


68 


NCBI Description 


(AL021713) putative protein 


Seq. No. 


301419 


Seq. ID 


ceu70042568.8.hl 


Method 


BLASTN 


NCBI GI 


g4503012 


BLAST score 


195 


E value 


1.0e-106 


Match length 


218 


% identity 


97 


NCBI Description 


Homo sapiens copine I (CPNE1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1791256_gb_U83246_HSU83246 Homo sapiens copine I mRNA, 
complete cds 

301420 

ceu700425793.h2 

BLASTX 

g2244965 

245 

3.0e-21 

79 

57 

(Z97340) unnamed protein product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301421 

ceu700425940.hl 

BLASTN 

g4185579 

103 

3.0e-51 

119 

97 

Homo sapiens pl20E4F transcription factor mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301422 

ceu700426046.hl 

BLASTX 

g282748 

182 

9.0e-14 

80 

42 



42491 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gene coxll intron 2 protein - liverwort (Marchantia 
polymorpha) mitochondrion >gi_7 8 62 18 (M68929) coxll intron2 
ORF [Marchantia polymorpha] 

301423 

ceu700426114.hl 

BLASTN 

g3851004 

36 

2.0e-ll 

52 

92 

Zea mays pyruvate dehydrogenase El alpha subunit RNA, 
nuclear gene encoding mitochondrial protein, complete cds 

301424 

ceu700426128.hl 

BLASTX 

g3402713 

175 

3.0e-13 

67 

55 

(AC004261) hypothetical protein [Arabidopsis thaliana] 



301425 

ceu700426176, 
BLASTN 
g4062855 
99 

7.0e-49 

135 

93 

Homo sapiens 



hi 



mRNA for HIS1 .protein, complete cds 



301426 

ceu700426183.hl 

BLASTX 

gll54954 

173 

1.0e-12 

52 

75 

(X94693) histone H2A [Triticum aestivum] 
301427 

ceu700426184.hl 

BLASTX 

g82466 

160 

3.0e-ll 

49 

61 

probable ferredoxin — NADP+ reductase (EC 1.18.1.2) 
>gi_218163_dbj_BAA02248_ (D12815) f erredoxin-NADP+ 
reductase enzyme [Oryza sativa] 



- rice 



42492 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301428 

ceu700426186.hl 

BLASTX 

g2129698 

158 

3.0e-ll 

53 
64 

protein kinase ATN1 (EC 2. 
>gi J. 0 5 4 6 3 3_emb_CAA63 3 8 7_ 
[Arabidopsis thaliana] 



7.1.-) - Arabidopsis thaliana 
(X92728) protein kinase 



301429 

ceu700426245.hl 

BLASTX 

g4263714 

404 

1.0e-39 

96 

83 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301430 

ceu700426343.hl 

BLASTX 

gll5771 

292 

1.0e-26 

55 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



301431 

ceu700426425.hl 

BLASTN 

g3108052 

58 

2.0e-24 

106 

89 

Zea mays myo-inositol 1-phosphate synthase mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301432 

ceu700426431.hl 

BLASTN 

g22396 

43 

1.0e-15 

107 

85 

Z.mays gene for phosphoenolpyruvate carboxylase 



(EC 



42493 



4.1.1.31) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301433 

ceu700426494.hl 

BLASTX 

gl086147 

153 

1.0e-10 

31 

90 

protein S2 - Phalaris coerulescens >gi_556833_emb_CAA57520_ 
(X81992) S2 [Phalaris coerulescens] 

301434 

ceu700426584.hl 

BLASTX 

g2144902 

190 

6.0e-15 

39 

100 

semenogelin I precursor - human >gi_487420 (M81650) SEMGI 
[Homo sapiens] >gi_1147569_emb_CAA87 636_ (Z47556) 
semenogelin I [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301435 

ceu700426592.hl 
BLAST N 
g4416300 
51 

5.0e-20 

63 

32 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 



Seq. No. 


301436 


Seq* ID 


ceu700426733.hl 


Method 


BLASTX 


NCBI GI 


g3402751 


BLAST score 


149 


E value 


1.0e-13 


Match length 


88 


% identity 


27 


NCBI Description 


(AL031187) putat 


Seq. No. 


301437 


Seq. ID 


ceu700426758.hl 


Method 


BLASTN 


NCBI GI 


g495268 


BLAST score 


92 


E value 


9.0e-45 


Match length 


112 


% identity 


96 


NCBI Description 


R.norvegicus cox 


Seq. No. 


301438 



42494 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ceu700426791.hl 

BLASTN 

gl68436 

33 

1.0e-09 

33 

100 

Zea mays catalase (Cat3) gene, complete cds 
301439 

ceu700426834.hl 

BLASTN 

g56669 

133 

5.0e-69 

185 

93 

Rat mRNA for ventricular myosin light chain 
301440 

ceu700426943.hl 

BLASTX 

g4567228 

143 .'•"•<•'• 

3.0e-09 

40 

62 

(AC007119) unknown protein [Arabidopsis thaliana] 
301441 

ceu700426963.hl 

BLASTX 

g4503479 

201 

3.0e-16 

40 
97 

eukaryotic translation elongation factor 1 delta (guanine 
nucleotide exchange protein) 

>gi_461994_sp_P29692_EFlD_HUMAN ELONGATION FACTOR 1- DELTA 

(EF-1- DELTA) >gi_1085404_pir S34 626 translation elongation 

factor eEF-1 delta chain - human >gi_38522_emb_CAA79716_ 
(Z21507) human elongation f actor-l-delta [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



301442 

ceu700426984.hl 

BLASTX 

g559371. 

210 

3.0e-17 

45 

96 

(D29766) Crk-associated substrate, 
301443 

ceu700427158.hl 
BLASTX 



pl30 [Rattus norvegicus] 



42495 







g*i ±uo / 




BLAST score 


■ 155 




E value 


1.0e-10 




Match length 


54 




% identity 


50 




NCBI Description 


(AF04 9928) PGP224 [Petunia x ] 




Seq. No. 


301444 




Seq. ID 


ceu700427161.hl 




Method 


BLASTX 






y j\J ft / x x 4 




BLAST score 


287 




E value 


5.0e-26 




Match length 


73 




% identity 


70 




NCBI Description 


(AF058919) No definition line 




Seq. No. 


301445 




Seq. ID 


ceu700427201.hl 


p 


Method 


BLASTX • 


IN L- til bl 


jo j jo? 




BLAST score 


37 6 




E value 


2.0e-36 




Match length 


73 




% identity 


97 


o 


NCBI Description 


(AJ001421) Rerl protein [Homo 




Seq. No. 


301446 


CP 


Seq. ID 


ceu700427203.hl 




Method 


BLASTN 




NCBI GI 


g203477 




DT ACT 1 o rT\-r~£$ 


91 ^ 


o 


E value 


1.0e-116 




Match length 


255 




% identity 


96 




NCBI Description 


Rat skeletal muscle creatine 


S3. 




complete cds 




Seq. No. 


301447 




Seq. ID 


ceu700427219.hl 




Method 


BLASTX 




NCBI GI 


g4406818 




du±\o i score 


1 Q 




E value 


1.0e-14 




Match length 


56 




% identity 


61 




NCBI Description 


(AC006201) putative transcrip 






[Arabidopsis thaliana] 




Seq. No. 


301448 




Seq. ID 


ceu700427241.hl 




Method 


BLASTX 




NCBI GI 


gll5793 




BLAST score 


172 




E value 


1.0e-12 




Match length 


33 




% identity 


94 



hybrida] 



42496 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB) >gi_72749_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023_emb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 
viilgare] 

301449 

ceu700427273.hl 

BLASTN 

g20276 

51 

7.0e-20 

85 

91 

O.sativa oryzacystatin-II gene 
301450 

ceu700427302.hl 

BLASTN 

g203477 

104 

5.0e-52 

104 

100 

Rat skeletal muscle creatine kinase composite mRNA, 
complete cds 



Seq. No. 301451 

Seq. ID ceu7004 

Method BLASTX 

NCBI GI g368857 

BLAST score 200 

E value 4.0e-16 

Match length 43 

% identity 93 

NCBI Description (D00512 
[Rattus 



27325. hi 
6 



) mitochondrial acetoacetyl-CoA thiolase precursor 
sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301452 

ceu700427336.hl 

BLASTX 

g4522011 

194 

2.0e-15 

59 

54 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
301453 

ceu700427394.hl 

BLASTX 

g2493493 

147 

7.0e-10 

32 

78 

SERINE CARBOXY PEPTIDASE II-l PRECURSOR (CP-MII.l) 



42497 



>gi_619352_bbs_ 1 153538 CP-MII . l=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 
aa] 



324 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301454 - 

ceu700427416.hl 

BLASTN 

g!906603 

54 

6.0e-22 

54 

100 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 



Seq. No. 


301455 


Seq. ID 


ceu700427482.hl 


Method 


BLASTX 


NCBI GI 


g4102839 


BLAST score 


139 


E value 


9.0e-09 


Match length 


72 


% identity 


42 


NCBI Description 


(AF016713) LeOPTl 


Seq. No. 


301456 


Seq. ID 


ceu700427617.hr 


Method 


BLASTX 


NCBI GI 


g4512624 


BLAST score 


259 


E value 


9.0e-23 


Match length 


66 


% identity 


67 


NCBI Description 


(AC004793) Strong 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



putative potassium transporter from Arabidopsis thaliana 
BAC gb_AC004238 

301457 

ceu700427634.hl 

BLASTX 

g3461821 

153 

3.0e-10 

82 

44 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 

301458 

ceu700427648.hl 

BLASTN 

gl68508 

no 

4.0e-55 

203 

94 



42498 



• 



NCBI Description 


Maize oleosin KD18 (KD18; L2) gene, complete i 


Seq. No. 


301459 


Seq. ID 


ceu700427766.hl 


Method 


BLASTX 


NCBI GI 


g3746903 


OiinOl OtUiC 


155 

X >J *J 


E value 


8.0e-ll 


Match length 


36 


% identity 


86 


NCBI Description 


(AF089724) signal recognition particle 54 kDa 




precursor [Pisum sativum] 


Seq. No. 


301460 


Seq. ID 


ceu700428036.hl 


Method 


BLASTX 




y*s jo ut. uy 


BLAST score 


158 


E value 


3.0e-ll 


Match length 


45 


% identity 


67 


NCBI Description 


(AL049640) putative protein [Arabidopsis thai 


Seq. No. 


301461 


Seq. ID 


ceu700428060.hl 


Method 


BLASTN 


NCBI GI 


g4506236 


BLAST score 


88 


E value 


2.0e-42 


\A --\ 4~ V"* 1 £\ T~\ /T ^ V> 

ruaucn lenyLii 


i on 

j. u \J 


% identity 


98 


NCBI Description 


Homo sapiens proteasome (prosome, macropain) < 




subunit 2 (PA28 beta) (PSME2) mRNA 




>gi_1008914_dbj_D45248_HUMPHPA28A Human mRNA 




activator hPA28 subunit beta, complete cds 


Seq. No. 


301462 


Seq. ID 


ceu700428122.hl 


Method 


BLASTX 




rr^S7 Al A 


BLAST score 


143 


E value 


3.0e-09 


Match length 


74 


% identity 


41 


NCBI Description 


(U15179) ORF1 [Bacteroides ovatus] 


Seq. No. 


301463 


Seq. ID 


ceu700428144.hl 


Method 


BLASTX 


NCBI GI 


gl352410 


BLAST score 


157 


E value . 


6.0e-ll 


Match length 


45 


% identity 


62 



NCBI Description 



AT PAS E INHIBITOR, MITOCHONDRIAL PRECURSOR 

>gi_484645j?ir JS0738 ATPase inhibitor protein precursor, 

mitochondrial - rat >gi_286198_dbj_BAA02424_ (D13122) 



42499 



ATPase inhibitor protein precursor [Rattus norvegicus] 
>gi^5i7-226 (U12250) mitochondrial ATPase inhibitor [Rattus 
norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301464 

ceu700428190.hl 

BLASTN 

g3150014 

231 

1.0e-127 

255 

98 

Human Chromosome 15q26.1 PAC clone pDJ443n8, complete 
sequence [Homo sapiens] 



Seq. No. 


301465 


Seq. ID 


ceu700428285.hl 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


248 


E value 


1.0e-21 


Match length 


79 


% identity 


98 


NCBI Description 


(M58656) pyruvate, orthophosphati 


Seq. No. 


301466 


Seq. ID 


ceu70'0428329.hl 


Method 


BLASTX 


NCBI GI 


gl33863 


BLAST score 


158 


E value 


4-0e-ll 


Match length 


31 


% identity 


100 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S24 (SI 9) 



ribosomal protein S24 - African clawed frog 
>gi_65054_emb_CAA24704_ (V01443) ribsomal protein S19 
[Xenopus laevis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301467 

ceu700428531.hl 
BLASTX . 
g2997589 
154 

l.Oe-10 

40 

75 

(AF020813) glucose-6-phosphate/phosphate-translocator 
precursor [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301468 

ceu700428610.hl 

BLASTN 

g8051606 

112 

2.0e-56 

210 

88 



42500 



NCBI Description Homo sapiens glycophorin C (Gerbich blood group) (GYPC) 
mRNA >gi_36459_emb_X124 96_HSSIALOB Human mRNA for 
erythrocyte membrane sialoglycoprotein beta (glycophorin C) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301469 

ceu700428741.hl 

BLASTN 

g576644 

249 

1.0e-138 

269 

98 

Human calmodulin-I (CALM1) mRNA, 



3 f UTR, partial sequence 



301470 

ceu700428751.hl 

BLASTX 

gll68329 

162 

7.0e-25 

80 

60 

ACTIN-LIKE PROTEIN 3 (ACTIN-LIKE PROTEIN 66B) (ACTIN-2) 
>gi_558568_emb_CAA50674_ (X71789) actin related protein 

[Drosophila melanogaster] >gi_1096138_prf 2111232A 

actin-related protein [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301471 

ceu700428768.hl 

BLASTX 

g3250693 

223 

1.0e-18 

88 

45 

(AL024486) lectin like protein [Arabidopsis thaliana] 
301472 

ceu700428793.hl 

BLASTX 

g4544383 

168 

4.0e-12 

84 

42 

(AC007047) hypothetical protein [Arabidopsis thaliana] 
301473 

ceu700428822.hl 

BLASTX 

g3309565 

315 

2.0e-29 

83 

78 

(AF0494 60) nuclear DEAF-1 related transcriptional regulator 
protein 8 [Homo sapiens] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301474 

ceu700428830.hl 

BLASTN 

g2588612 

34 

1.0e-09 

38 
97 

Human BAC clone RG326G04 from 7p21, complete sequence [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301475 

ceu700428854.hl 

BLASTN 

g4508148 

137 

2.0e-71 

205 

91 

Homo sapiens clone DJ0747G18, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301476 

ceu700428927.hl 

BLASTN 

g3095110 

222 

l-.0e.-122 
250 ' 
98 

Homo sapiens 15 kDa selenoprotein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301477 

ceu700429017.hl 

BLASTX 

g4506679 

150 

3.0e-10 

33 

88 

ribosomal protein S10 >gi_1173177_sp_P4 6783_RS10_HUMAN 40S 

RIBOSOMAL PROTEIN S10 >gi_1362933_pir S55918 ribosomal 

protein S10 - human >gi_550025 (U14972) ribosomal protein 

S10 [Homo sapiens] >gi_1096944_prf 2113200G ribosomal 

protein S10 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301478 

ceu700429031.hl 

BLASTX 

g2760834 

252 

6.0e-22 

84 

64 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



42502 



•Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301479 

ceu700429060.hl 

BLASTN 

g2055391 

54 

4.0e-22 

98 

89 

Rattus norvegicus transmembrane receptor UncSHl mRNA, 
complete cds 



301480 

ceu700429079.hl 

BLASTN 

g4416300 

109 

2.0e-54 

263 

86 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



301481 

ceu700429156.hl 

BLASTN 

g2326946 

97 

2.0e-47 

204 

89 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 
301482 

ceu700429190.hl 

BLASTX 

gl592832 

233 

9.0e-20 

50 

86 

(L36095) mipA [Mesembryanthemum crystallinum] 
301483 

ceu700429194.hl 

BLASTN 

g3777601 

43 

4.0e-15 

139 

83 

Oryza sativa clone LS195 SOS ribosomal protein L10 (rpllO) 
mRNA, nuclear gene encoding chloroplast protein, complete 
cds 



Seq. No. 
Seq. ID 
Method 



301484 

ceu700429206.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2088647 
220 

6.0e-22 

95 

59 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

301485 • 

ceu700429287.hl 

BLASTX 

g4580468 

150 

5.0e-10 

36 

75 

(AC006081) putative protein kinase; similar to human PKX1 
and Drosophila DC2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



301486 

ceu700429293.hl 

BLASTX 

g3421413 

229 

3.0e-19 

80 

53 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 

301487 

ceu700429295.hl 

BLASTX 

g3287696 

326 

1.0e-30 

78 

76 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger , gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

301488 

ceu700429329.hl 

BLASTX 

g3337367 

151 

4.0e-13 

86 

51 

(AC004481) hypothetical protein [Arabidopsis thaliana] 
301489 

ceu700429388.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3132309 

47 

1.0e-17 

82 

90 

Zea mays 
cds 



mRNA for phosphoenolpyruvate carboxylase, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ■ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301490 

ceu700429408.hl 

BLASTN 

g452340 

69 

4.0e-31 

77 
99 

Z.mays mRNA for type II light-harvesting chlorophyll 
a/b-binding protein 

301491 

ceu700429511.hl 

BLASTX, 

g2499987 

147 

6.0e-10 

54 

56 

PEPTIDYL-TRNA HYDROLASE { PTH) >gi_1870014_emb_CAB068 65_ 
(Z92539) pth [Mycobacterium tuberculosis] 

301492 

ceu700429666.hl 

BLASTX 

g3057120 

294 

7.0e-27 

64 

78 

(AF023159) starch synthase DULL1 [Zea mays] 
301493 

ceu700429691.hl 

BLASTX 

g3510374 

269 

5.0e-24 

81 

69 

(AB017188) antisecretory factor [Rattus norvegicus] 
301494 

ceu700429707.hl 

BLASTN 

g4416300 

178 

7.0e-96 



42505 



d3 



Match length 
% identity t-v. 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq". No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score x 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



182 
99 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

301495 

ceu700429724.hl 

BLASTN 

g3256174 

58 

3.0e-24 

74 

95 

Homo sapiens DNA sequence from PAC 168L15 on chromosome 
6q26-27. Contains RSK3 gene, ribosomal protein S6 kinase, 
EST, GSS, STS. CpG island, complete sequence [Homo sapiens] 



301496 

ceu700429786.hl 

BLASTX 

g2213558 

137 

1.0e-08 

51 

47 

(Z97052) hypothetical protein 



[Schizosaccharomyces pombe] 



301497 

ceu700429931.hl 

BLASTX 

gl658315 

268 

7.0e-24 

47 

94 

(Y08988) osr40g3 [Oryza sativa] 
-301498 

ceu700429978.hl 

BLASTX 

g3386565 

277 

6.0e-25 

62 

85 

(AF079588 ) 1-aminocyclopropane-l-carboxylate oxidase 
[Sorghum bicolor] 



301499 

ceu700430011.hl 
BLASTX . 
-g3157946 
228 

4.0e-19 

92 

53 

(AC002131) Similar to 



salt-inducible membrane protein 
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gb_U08285«±from Nicotiana tabacum. 
this gene. [Arabidopsis thaliaha] 



EST gb_F14010 comes from 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value* 

Match length 

% identity 

NCBI Description 



301500 

ceu700430046.hl 

BLASTX 

g951112 

178 

3.0e-13 

79 
43 

(U22470) galactose-binding lectin precursor [Arachis 
hypogaea] 

301501 

•ceu700430049.hl 
BLASTX 
g2500139 
231 

2.0e-19 

74 

58 

PEPTIDE CHAIN RELEASE FACTOR 1 (RF-1) 

>gi_1653916_dbj_BAA18826_ (D90917) peptide chain release 
factor [Synechocystis sp.] 

301502 

ceu700430064.hl 

BLASTX 

g4544418 

150 

3.0e-10 

55 

56 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
301503 

ceu700430093.hl 

BLASTX 

g2055273 

156 

9.0e-ll 

43 

60 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 
301504 

ceu700430292.hl 

BLASTX 

g3790581 

196 

2.0e-15 

54 

50 

(AF079179) RING-H2 finger protein RHBla [Arabidopsis 
thaliana] 
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.Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



301505 

ceu700430339.hl 

BLASTN 

g3947780 

42 

2.0e-14 

169 

82 

Human DNA sequence from clone 1118D24 on chromosome 
lp36. 11-36.33. Contains part of a novel gene similar to 
worm genes T08G11.1 and C25H3.9, part of a 60S Ribosomal 
Protein L10 LIKE (pseudo)gene and two 3' exons of the 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301506 

ceu700430501.hl 

BLASTX 

g4210330 

146 

2.0e-09 

29 

93 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] •. - -. 



El subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301507 

ceu700430575.hl 

BLASTX 

g3329368 

286 

8.0e-26 

89 

63 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



301508 

ceu700430656.hl 

BLASTN 

g4506882 

69 

4.0e-31 

105 

91 

Homo sapiens semenogelin I (SEMG1) mRNA 
>gi_338018_gb_J04440_HUMSEM Homo sapiens semenogelin 
protein (SEMG) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301509 

ceu700430776.hl 

BLASTX 

g3024122 

373 

4.0e-36 

94 

81 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



42508 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI D^cription 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301510 

ceu700430813.hl 
BLASTX 
g2766450 - 
162 

1.0e-ll 

43 

74 

(AF029857) cytochrome P450 CYP99A1 [Sorghum bicolor] 



301511 

ceu700430827.hl 

BLASTX 

gl805654 

170 

4.0e-23 

92 

71 

(X99972) calmodulin-stimulated calcium-ATPase 
oleracea] 



[Brassica 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301512 

ceu700430866.hl 

BLASTX 

g3337389 

292 

1.0e-26 

95 

56 

(AC004682) pre-mRNA splicing factor (PRP16) (KIAA0224) 
sapiens] 



[Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301513 

ceu700430881.hl 

BLASTX 

g3342734 

206 

8.0e-17 . 

44 

93 

(AC005329) NUKM_HUMAN, partial CDS; 
SUBUNIT [Homo sapiens] 



COMPLE; CI-20KD; PSST 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301514 

ceu700431089.hl 

BLASTX 

gl938424 

167 

3.0e-12 
44 

68 

(U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 



Seq. No. 
Seq". ID 



301515 

ceu700431138.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI "Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll8104 

325 

2.0e-30 

66 

92 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68 678) cyclophilin [Zea mays] 

301516 

ceu700431190.hl 

BLASTN 

g498145 

98 

6.0e-48 

255 

92 

Human mRNA for HHR23A protein, complete cds 
>gi_1408335_gb_G28520_G28520 human STS SHGC-31478 

301517 

ceu700431325.hl 

BLASTN 

g4505884 

116 

5.0e-59 

120 

99 

Homo sapiens perilipin (PLIN) mRNA 

>gi_3041770_dbj_AB005293_AB005293 Homo sapiens mRNA for 
perilipin, complete cds 

301518 

ceu700431403.hl 

BLASTN 

g2979600 

67 

2.0e-29 

165 

86 

Homo sapiens PAC clone DJ0844F09 from 7pl2-pl3, complete 
sequence [Homo sapiens] 

301519 

ceu700431404.hl 

BLASTN 

g433039 

61 ; - ' ' ' 

4.0e-26 

129 

87 

Zea mays W-22 clone PREM-1 retroelement PREM-1, partial 
•sequence 
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Seq.' <No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301520 . 

ceu700431413.hl 

BLASTX 

g3549669 

195 

3.0e-15 

61 

64 

(AL031394) putative protein [Arabidopsis thaliana] 
301521 

ceu700431465.hl 

BLASTN 

gl098664 

35 

2.0e-10 

120 

84 

Zea mays phytoene synthase (Yl) gene, complete cds 
301522 

ceu700431489.hl 

BLASTN 

g4505578 

222 

1.0e-122 

254 

97 

Homo sapiens paired basic amino acid cleaving enzyme 
(furin, membrane associated receptor protein) (PACE) mRNA 
>gi_31477_emb_X17094_HSFUR Human fur mRNA for furin 

301523 

ceu700431556.hl 

BLASTX 

g3769549 

309 

3.0e-38 

90 

89 

(AF089812) ubiquit in-conjugating enzyme HR6A [Mus " musculus] 
301524 

ceu700431616.hl 

BLASTN 

gl754648 

48 

5.0e-18 

60 

95 

Homo sapiens mRNA for HSM-2, complete cds 
301525 

ceu700431677.hl 

BLASTX 

g4406764 

171 
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E value 
Match length 
% identity 
NCBI Description 



4.0e-21 

91 
57 

(AC006836) * putative uridyl yl transferase [Arabidopsis 
thaliana] 



Seq. No. 


301526 


Seq. ID 


ceu700431728.hl 


Method 


BLASTN 


NCBI GI 


g22378 


BLAST score 


43 


E value 


4.0e-15 


Match length 


87 


% identity 


89 


NCBI Description 


Z.mays gene for nucleic ; 


Seq. No. 


301527 


Seq. ID 


ceu700431773.hl 


Method 


BLASTX 


NCBI GI 


g2465923 


BLAST score 


193 


E value 


5.0e-15 


Match length 


89 


% identity 


46 


NCBI Description 


(AF024 648) receptor-like 




[Arabidopsis thaliana] 


Seq. No. 


301528 


Seq. ID 


ceu700431776.hl 


Method 


BLASTX 


NCBI GI 


g3935168 


BLAST score 


169 


E value 


3.0e-12 


Match length 


57 


% identity 


60 



NCBI Description (AC004557) F17L21.11 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301529 

ceu700431783.hl 

BLASTN 

g3819359 

53 

5.0e-21 

85 
91 

Hordeum vulgare genomic DNA fragment; clone MWG0829.uni 
301530 

ceu700431831.hl 

BLASTX 

gl293835 

150 

6.0e-12 

72 

47 

(U56965) C15H9.5 gene product [Caenorhabditis elegans] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301531 T 

ceu700431853.hl 

BLASTX 

g2135819 

233 

6.0e-20 

43 

100 

neuropolypeptide h3, brain - human (fragment) 
>gi_4261934_gb_AAD14234_S76773_l (S76773) neuropolypeptide 
h3 [Homo sapiens] 



£0 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301532 

ceu700431858.hl 

BLASTN 

g4557252 

240 

1.0e-132 

240 

100 

Homo sapiens disintegrin and metalloprotease domain 8 
(ADAM8) mRNA >gi_1864004_dbj_D26579_D26579 Homo sapiens 
mRNA for transmembrane protein, complete cds 



Seq. No. 


301533 


Seq. ID 


ceu700431906.hl 


Method 


BLASTN 


NCBI GI 


g950423 


BLAST score 


: 88 


E value 


2.0e-42 


Match length 


116 


% identity 


95 


NCBI Description 


Homo sapiens splicing factor, 




(SFRS7) gene, complete cds 


Seq. No. 


301534 


Seq. ID 


ceu700431946.hl 


Method 


BLASTN 


NCBI GI 


g285948 


BLAST score 


91 


E value 


4.0e-44 


Match length 


103 


% identity 


97 


NCBI Description 


Human mRNA for KIAA0106 gene, 


Seq. No. 


301535 


Seq. ID 


ceu700431967.hl 


Method 


BLASTX 


NCBI GI 


gl001355 


BLAST score 


203 


E value 


3.0e-16 


Match length 


83 


% identity 


52 


NCBI Description 


(D64006) auxin-induced protein 


Seq. No. 


301536 


Seq. ID 


ceu700431983.hl 



complete cds 



[Synechocystis sp.] 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID *- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g3970875 

217 

1.0e-119 

273 

95 

Homo sapiens HRIHFB2216 mRNA, partial cds 
301537 

ceu700432127.hl 

BLASTN 

g22239 

150 

4.0e-79 

181 

96 

Maize cytosolic mRNA for subunit A of chloroplast GAPDH 
(GapA) glyceraldehyde-3-phosphate dehydrogenase 

301538 

ceu700432132.hl 
BLASTN 

g3599965 . 
158 

7.0e-84 

190 

97 

Homo sapiens h-scol (SCOl) mRNA, nuclear gene encoding 
mitochondrial protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301539 

ceu700432229.hl 

BLASTN 

g809120 

64 

6.0e-28 

129 

97 

Human DNA from cosmid 
from chromosome 19ql3. 
analysis) 



DNA MMDB (fl0080) and MMDC (fl3544) 
3 (obtained by automated sequence 



Seq. No.. - 

Seq. ID 

Method* 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301540 

ceu700432248.hl 

BLASTN 

g4507812 

47 

7.0e-18 

63 

94 

Homo sapiens UDP-glucose dehydrogenase (UGDH) mRNA, and 
translated products >gi_3127126_gb_AF061016_AF061016 Homo 
sapiens UDP-glucose dehydrogenase (UGDH) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



301541 

ceu700432264.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E valuie 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3688172 
204 

1.0e-16 

60 

63 

(AL031804) putative protein [Arabidopsis thaliana] 
301542 

ceu700432286.hl 

BLASTN 

g4500013 

104 

1.0e-51 

188 

88 

Homo sapiens mRNA; cDNA DKFZp564F053 (from clone 
DKFZp564F053) 

301543 

ceu700432287.hl 

BLASTN 

g4506606 

80 

1.0e-37 

100 

95 

Homo sapiens ribosomal protein L18 (RPL18) mRNA 
>gi_337492_gb_L11566_HUMRPL18A* Homo sapiens ribosomal 
protein L18 (RPL18) mRNA, complete cds 

301544 

ceu700432339.hl 

BLASTX 

g3786011 

147 

8.0e-10 

51 

67 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 

301545 

ceu700432432.hl 

BLASTX 

g3334667 

264 

2.0e-23 

83 

59 

(Y10493) putative cytochrome P450 [Glycine max] 
301546 

ceu700432437.hl 

BLASTN 

g4416300 

81 

8.0e-38 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



252 

84. ^ 

Zea" mays chromosome 4 22 JcDa zein-associated intercluster 

region, complete sequence 

301547 

ceu700432474.hl 

BLASTX 

g4490314 

361 

8.0e-35 

82 

78 

(AL035678) putative protein [Arabidopsis thaliana] 
301548 

ceu700432509.hl 

BLASTN 

g2815550 

2^41 

1.0e-133 

273 

97 

Human Chromosome 16 BAC clone CIT987SK-A-211C6, complete 
sequence [Homo sapiens] 

301549 - 

ceu700432533.hl 

BLASTN 

g3150016 

76 

5.0e-35 

160 

87 

Homo sapiens chromosome 7 clone NHGRI : yWSS1564 from 
7pl4-15, complete sequence [Homo sapiens] 



Seq. No. 


301550 


Seq. ID 


ceu700432577.hl 


Method 


BLASTX 


NCBI GI 


g3406749 


BLAST score 


245 


E value 


2.0e-21 


Match length 


52 


% identity 


90 


NCBI Description 


(AF068180) B cell linker protein BLNK [Homo sapiens] 


Seq. No. 


301551 


Seq. ID 


ceu700432636.hl 


Method 


BLASTX 


NCBI GI 


gl076290 


BLAST score 


279 


E value 


4.0e-25 


Match length 


70 


% identity 


71 


NCBI Description 


amino acid transporter AAP4 - Arabidopsis thaliana 



>gi_608671_emb_CAA54631_ (X77500) amino acid transporter 
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[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301552 

ceu700432654.hl 

BLASTX 

g3252807 

155 

8.0e-ll 

45 
64 

(AC004705) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301553 

ceu700432689.hl 

BLASTN 

g3135974 

109 

7.0e-55 
125 
97 . 

Homo sapiens DNA sequence from PAC 422H11 on chromosome 
6p21.1-22.2. Contains the gene coding for two isoforms of a 
known Serine Kinase. Contains ESTs, STSs and a GSS, 
complete sequence [Homo sapiens] 



Seq. No. 


301554 


Seq. ID 


eeu700432771.hl 


Method 


BLASTX 


NCBI GI 


g4510347 


BLAST score 


141 


E value 


5.0e-09 


Match length 


66 


% identity 


48 


NCBI Description 


(AC006921) hypothetical ] 


Seq. No. 


301555 


Seq. ID 


ceu700432778.hl 


Method 


BLASTX 


NCBI GI 


gl911166 


BLAST score 


206 


E value 


1.0e-16 


Match length 


70 


% identity 


53 


NCBI Description 


(X94400) soluble-starch-; 


Seq. No. 


301556 


Seq. ID 


ceu700432807.hl 


Method 


BLASTX 


NCBI GI 


g3776082 


BLAST score 


346 


E value 


5.0e-33 


Match length 


88 


% identity 


72 


NCBI Description 


(Y18250) MtN30 [Medicago 


Seq. No. 


301557 , 


Seq. ID 


ceu700432943.hl 



[Solanum tuberosum] 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3088575 

411 

1.0e-40 

83 

94 

(AF059531) 
sapiens] 



protein arginine N-methyltransf erase 3 [Homo 



301558 

ceu700432978.hl 

BLASTN 

gl!03627 

124 

1.0e-63 

139 

98 

Z.mays Ferl gene 
301559 

ceu700433004.hl 

BLASTX 

g3335345 

412 

1.0e-40 

91 

87 

(AC004512) Contains similarity to ABC transporter 
gb_JL651790 from Synechocystis sp. gb_D90900. [Arabidopsis 
thaliana] 

301560 

ceu700433048.hl 

BLASTX 

g4587568 

206 

1.0e-16 

51 

69 

(AC006550) Contains PF_00637 Clathrin 7-fold repeat. EST 
gb_AA721862 comes from this gene. [Arabidopsis thaliana] 

301561 

ceu700433070.hl 

BLASTN 

g236729 

80 

3.0e-37 
243 
86 

metallothionein homologue 
301562 

ceu700433077.hl 
BLASTX 
g3047119 
235 



[Zea mays, Genomic/mRNA, 1859 nt] 
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E value 


5.0e-20 


Match length 


86 


% identity 


49 


NCBI Description 


(AF058919) No definition line found [Arabidopsis 


Seq. No. 


301563 


Seq. ID 


ceu700433173.hl 


Method 


BLASTX 


VtpDT {IT 




BLAST score 


244 


E value 


4.0e-21 


Match length 


47 


% identity 


100 


NCBI Description 


(U34726) superoxide dismutase 4 [Zea mays] 


Seq. No. 


301564 


Seq. ID 


ceu700433264.hl 


Method 


BLASTX 


MOOT PT 


nA t;pnm ^ 
y4 jOUUIj 


BLAST score 


162 


E value 


1.0e-ll 


Match length 


46 


% identity 


65 


NCBI Description 


(U83194) TRAF4-associated factor 2 [Homo sapiens 


Seq. No. 


301565 


Seq. ID 


ceu700433458.hl 


Method 


BLASTN 


NCBI GI 


g606814 


biiAoi score 


Q O 


E value 


7.0e-39 


Match length 


90 


% identity 


98 


NCBI Description 


Zea mays Golden Bantam carbonic anhydrase mRNA, i 




cds 


Seq. No. 


301566 ' - 


Seq. ID 


ceu700433528.hl 


Method 


BLASTN 




you o / 


BLAST score 


51 


E value 


7.0e-20 


Match length 


262 


% identity 


81 


NCBI Description 


Z.diploperennis Grandel gene 


Seq. No. 


301567 


Seq. ID 


ceu700433555.hl 


Method 


BLASTN 


MPDT CT 


rrC CCA "3 
go 004 O 


BLAST score 


67 


E value 


2.0e-29 


Match length 


262 


% identity 


82 


NCBI Description 


Rat mRNA for lactate dehydrogenase 


Seq. No. 


301568 
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Seq. ID ceu700433588.hl 

Method BLASTX 

NCBI GI g4106342 

BLAST score 371 

E value 6.0e-36 

Match length 85 

% identity 87 

NCBI Description (AF062076) palmitylated serine/threonine kinase [Mus 
musculus] 

Seq. No. 301569 

Seq. ID ceu700433595.hl 

Method BLASTX 

NCBI GI g4538934 

BLAST score 262 

E value 4.0e-23 

Match length 85 

% identity 58 

NCBI Description (AL049483) putative leucine-rich-repeat protein 

O [Arabidopsis thaliana] 

22 Seq. No. 301570 

Zl Seq. ID ceu700433642.hl 

^ Method BLASTX 

+= NCBI GI g4539009 

p BLAST score ' 228 

iU E value 2.0e-19 

}f=k Match length 55 

yi % identity 75 

B ' ■ NCBI Description (AL049481) putative protein [Arabidopsis thaliana] 

D Seq. No. 301571 

Seq. ID ceu700433657 . hi 

™ Method BLASTX 

NCBI GI g2773156 

y B.LAST score 252 

'bJ E value 1.0e-31 

Match length 75 

% identity 91 

NCBI Description (AF039574) serine/threonine protein kinase [Mus musculus] 

Seq. No. 301572 

Seq. ID ceu700433658.hl 

Method BLASTX 

NCBI GI gl495804 

BLAST score 164 

E value 1.0e-ll 

Match length 33 

% identity 85 

NCBI Description (X96406) 13-lipoxygenase [Solanum tuberosum] 

Seq.' No. 301573 

Seq. ID ceu700433713.hl 

Method BLASTX 

NCBI GI g2618721 

BLAST score 257 

E value 2.0e-22 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST. score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 
70 

(U49072) 



IAA16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description^ 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301574 

ceu700433813.hl 

BLASTX 

g3004565 

336 

2.0e-32 

87 

74 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
301575 

ceu700433822.hl 

BLASTX 

g4503155 

452 

2.0e-45 

89 

93 

cat heps in L >gi_115741_sp_P07711_CATL_HUMAN CATHEPSIN L 
PRECURSOR (MAJOR EXCRETED PROTEIN) (MEP) 

>gi_67649j?ir KHHUL cathepsin L (EC 3.4.22.15) precursor 

human >gi_29715_emb_CAA30981_ (X12451) pro- (cathepsin L) 
[Homo sapiens] >gi_190418 (M204 96) preprocathepsin L 
precursor [Homo sapiens] 



301576 

ceu700433827.hl 

BLASTX 

g2058498 

220 

3.0e-18 
65 

:66 

(U76029) hemoglobin 1 [Oryza sativa] 
hemoglobin 1 [Oryza sativa] 



>gi_2058500 (U76030) 



301577 

ceu700433829.hl 

BLASTN 

g2393736 

38 

4.0e-12 

38 

100 

Human BAC clone GS025M02 from 7q21-q22, 
[Homo sapiens] 

301578 

ceu700433861.hl 

BLASTX 

g3395426 

315 

2.0e-29 



complete sequence 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
64 

(AC004 683) unknown protein [Arabidopsis thaliana] 
301579 

ceu700433918.h2 

BLASTX 

g629602 

201 

3.0e-16 

52 

67 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

301580 

ceu700433935.h2 

BLASTX 

g3176726 

315 

2.0e-29 

73 

75 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301581 

ceu700433958.h2 
BLAST N 
g2121307 
69 

1.0e-30 

157 
86 

Human DNA sequence from 4PTEL, Huntington's Disease Region, 
chromosome 4pl6.3 

301582 

ceu700434008.hl 

BLASTN 

g4240216 

120 

5.0e-61 

253 

98 

Homo sapiens mRNA for KIAA0864 protein, partial cds 
301583 

ceu700434206.hl 

BLASTX 

g3128173 

209 

7.0e-17 

65 
74 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301584 

ceu700434343.nl 

BLASTN 

gl835730 

55 

2.0e-22 

82 

93 

Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301585 

ceu700434376.hl 

BLASTX 

g2501620 

185 

2.0e-14 

51 

71 

UREASE (UREA AMIDOHYDROLASE) >gi_194 4 148_dbj_ 
(AB002590) Urelp [Schizosaccharomyces pombe] 



BAA19550 



Seq. No. 

Seq. ID 

Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301586 

ceu700434382.hl 

BLASTN 

g2529562 

135 

3.0e-70 

175 

94 

Homo sapiens TRAIL receptor 



2 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301587 

ceu700434393.hl 

BLASTX 

gl076791 

224 

6.0e-19 

42 

98 

calcium-binding protein - maize >gi_2119370jpir S58170 

Calreticulin precursor - maize >gi_577612_emb_CAA86728_ 
(Z46772) calcium-binding protein [Zea mays] 
>gi_927572_emb_CAA61939_ (X89813) Calreticulin precursor 

[Zea mays] >gi_1587033_prf 2205314A calreticulin [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301588 

ceu700434408.hl 

BLASTN 

g4503100 

173 

7.0e-93 

180 

99 

Homo sapiens cysteine and glycine-rich protein 2 (LIM 



42523 



domain only, smooth muscle) (CSRP2) mRNA 



Seq. No. 


301589 


oeq. ijj 


ceu f uufi j4tO j • 11 J- 


Method 


BLASTN 


NCBI GI 


g436123 


BLAST score 


100 


E value 


2.0e-49 


Match length 


147 


% identity 


93 


NCBI Description 


M.mus cuius mRNA 


Seq. No. 


301590 


Seq. ID 


ceu700434492.hl 


Method 


DT 7i OfpY 
OltAb 1 A 


NCBI GI 


g2459446 


BLAST score 


147 


E value 


6.0e-10 


Match length 


57 


% identity 


47 


NCBI Description 


(AC002332) putat 




, thaliana] 


Seq. No. 


301591 


Seq. ID 


ceu700434619.hl 


Method 


BLASTX 


NCBI GI 


g4506655 


BLAST score 


315 


E value 


1.0e-35 


Match length 


90 


% identity 


90 



putative cinnamoyl-CoA reductase [Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match, length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein L5 >gi_1173054_sp_P4 6777_RL5_HUMAN 60S 

RIBOSOMAL PROTEIN L5 >gi_1362932_pir S55912 ribosomal 

protein L5 - human >gi_550013 (U14966) ribosomal protein L5 

[Homo sapiens] >gi_1096938_prf 2113200A ribosomal protein 

L5 [Homo sapiens] 

301592 

ceu700434640.hl 

BLASTX 

g3063448 

194 

3.0e-15 

87 

46 

(AC003981) F22O13.10 [Arabidopsis thaliana] 
301593 

cjh700192904.hl 

BLASTN 

gl68681 

234 

1.0e-129 

260 

74 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



42524 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301594 

cjh700192964.hl 

BLASTN 

g3015620 

101 

9.0e-50 

101 

100 

Zea mays low molecular weight heat shock protein precursor 
(hsp22) mRNA, nuclear gene encoding mitochondrial protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301595 

cjh700193222.hl 

BLASTX 

g82654 

208 

6.0e-17 

55 

69 

10K zein precursor 
lOkDa zein (AA 1 - 



- maize >gi_22541_emb_CAA30409_ (X07535) 
150) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301596 

cjh700193275.hl 

BLASTX 

gl36757 

252 

3.0e-36 

81 

100 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_100881_pir S07314 UDPglucose — starch 

glucosyltransf erase (EC 2.4.1.11) precursor - maize 
>gi_168653 (M24258) amyloplast-specif ic transit protein 
[Zea mays] >gi_1644339_emb_CAA27574_ (X03935) glucosyl 
transferase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301597 

cjh700193292.hl 

BLASTX 

g82660 

211 

3.0e-17 

58 

76 

19K zein precursor .(clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] . 

301598 

cjh700193306.hl 

BLASTN 

g22514 

209 

1.0e-114 
252 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 

301599 -T 

cjh700193374.hl 

BLASTN 

g340933 

124 

1.0e-63 

124 

100 

Zea mays 10-kDa zein gene, complete cds 
301600 

cjh700193403.hl 

BLASTN 

gl68669 

88 

5.0e-42 

100 

97 

Maize 19 kDa zein mRNA, clone cZ19A2, partial cds 
301601 

cjh700193418.hl 

BLASTN 

g625147 

128 

4.0e-66 

148 

97 

Zea mays protein disulfide isomerase (pdi) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301602 

cjh700193595.hl 

BLASTX 

g2832247 

353 

7.0e-34 

86 

86 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
301603 

cjh700193609.hl 

BLASTX 

gl21472 

139 

2.0e-12 

77 

61 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_j)ir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289 J _emb_CAA26149__ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
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mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301604 

cjh700193621.hl 

BLASTN 

g463151 

77 

2.0e-35 

123 

90 

Zea mays high sulfur zein gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301605 

cjh700193677.hl 

BLASTX 

g224514 

191 

6.0e-15 

39 

97 



NCBI Description zein M8 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301606 

cjh700193680.hl 

BLASTN 

gl864000 

132 

2.0e-68 

205 

32 

Maize DNA for Fd 



III, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301607 

cjh700193736.hl 

BLASTN 

g4416300 

41 

6.0e-14 

129 

83 

Zea mays .chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301608 

cjh700193770.hl 

BLASTN 

g22100 

33 

3.0e-09 

61 

89 

Z.mays 27kDa zein locus DNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301609 

cjh700193786.hl 

BLASTN 

gl68398 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

l.Ge-39 

92 

98 

Zea mays auxin-binding protein 
complete cds 



(abp4) gene, exons 1-5 and 



301610 

cjh700193992.hl 
BLAST N 
g!314391 
77 

8.0e-36 

116 

93 

Zea mays ssp. mays USDA PI 214195 ITS1, 5.8S ribosomal 
ITS2 



RNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301611 

cjh700194040.hl 

BLASTX 

gl41616 

264 

2.0e-23 

57 

88 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

301612 

cjh700194170.hl 
BLAST N 
gl68681 
186 

1.0e-100 

220 

54 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 

301613 

cjh700194189.hl 
BLAST N 
g3452306 
38 

3.0e-12 
66 
91 

Zea mays retrotransposon Opie-3 
301614 

cjh700194192.hl 
BLASTX 
gl632831 
141 

4.0e-09 
54 



5' LTR, partial sequence 
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% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(Z49698) orf [Ricinus communis] 
301615 

cjh700194216.hl 

BLASTX 

g2982289 

469 

2.0e-47 

91 

99 

(AF051229) 60S ribosomal protein L17 [Picea mariana] 



301616 

cjh700194226.hl 

BLASTX 

g4206196 

147 

1.0e-09 

49 

53 

(AF071527) hypothetical protein 



[Arabidopsis thaliana] 



301617 

cjh700194250.hl 

BLASTX 

g4325341 

368 

1.0e-35 

85 

74 

(AF128393) similar to the Drosophila DES-1 protein 
(GB:X94180) [Arabidopsis thaliana] 



Seq. No. 


301618 


Seq. ID 


cjh700194263.hl 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


336 


E value 


8.0e-32 


Match length 


91 


% identity 


76 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


301619 


Seq. ID 


cjh700194320.hl 


Method 


BLASTX 


NCBI GI 


g509810 


BLAST score 


193 


E value 


4.0e-15 


Match length 


84 


% identity 


44 


NCBI Description 


(L08468) envelope Ca2+-A 


Seq. No. 


301620 


Seq. ID 


cjh700194440.hl 


Method 


BLASTX 



[Arabidopsis thaliana] 



42529 



if* 



HpDT fir 




BLAST score 


322 ! * 


E value 


2.0e-30 


Match length 


83 


% identity 


83 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Z< 


Seq, No. 


301621 


Seq. ID 


cjh700194482.hl 


Method 


BLASTN 


XTpOT {IT 




BLAST score 


76 


E value 


6.0e-35 


Match length 


76 


% identity 


100 


NCBI Description 


Maize chimeric zein/beta-phaseolin 


Seq. No. 


301622 


Seq. ID 


cjh700194549.hl 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


154 


E value 


1.0e-16 


Match length 


86 


% identity 


60 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) 



3 f end region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) {ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

301623 

cjh700194632.hl 

BLASTX 

g4006921 

367 

2.0e-35 1 

84 

83 

(Z99708) putative protein [Arabidopsis thaliana] 
301624 

cjh700194690.hl 

BLASTN 

g287829 

118 

6.0e-60 

194 

90 

Z.mays gene for polygalacturonase 
301625 

cjh700194701.hl 

BLASTX 

gl21472 

182 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-25 

85 

81 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
. [Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

301626 

cjh700194747.hl 

BLASTX 

gl41617 

226 

5.0e-19 

56 

77 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945__pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

301627 

cjh700194753.hl 

BLASTX 

g2243118 

257 

1.0e-22 

71 

68 

(Y10984) glutathione synthetase [Brassica juncea] 
301628 

cjh700194828.hl 

BLASTX t< : , * * 

gl00812 

245 

3.0e-21 

48 

100 

ubiquitin precursor - wheat (fragment) 
>gi_21816_emb_CAA40138_ (X56803) ubiquitin [Triticum 
aestivum] >gi_21900_emb_CAA39938_ (X56601) ubiquitin 
[Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
•% identity 
NCBI Description 



301629 

cjh700194857.hl 

BLASTX 

g4185308 

185 

1.0e-22 

82 

70 

(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 
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Seq. No. 


301630 


Seq. ID 


cjh700194908.hl 


Method 


BLASTX 


NCBI GI 


g joouz 4 j 


BLAST score 


144 


E value 


2.0e-09 


Match length 


85 


% identity 


35 


NCBI Description 


(AL031532) putative hydrolase [! 


Seq. No. 


301631 


Seq. ID 


cjh700195039.hl 


Method 


BLASTX 


XT/""' D T r* T 

NCBI bl 


-yl CQ1 1 A Q 

g4ooii4 y 


BLAST score 


212 


E value 


2.0e-17 


Match length 


69 


% identity 


59 


NCBI Description 


(AC006919) hypothetical protein 


Seq. No. 


301632 


Seq. ID 


cjh700195051.hl 


Method 


BLASTX 


NCBI GI 


-CI 1 OTA 

goiio /u 


BLAST score 


220 


E value 


3.0e-18 


Match length 


53 


% identity 


77 


NCBI Description 


(M23537) zein protein [Zea mays 


Seq. No. 


301633 


Seq. ID 


cjh700195155.hl 


Method 


BLASTN 


NCBI GI 


gz2ol4 


BLAST score 


146 


E value 


1.0e-76 


Match length 


245 


% identity 


90 


NCBI Description 


Maize Zcl gene for Zein Zcl (14 


Seq. No. 


301634 


Seq. ID 


cjh700195156.hl 


Method 


BLASTX 


NCBI GI 


g3445212 


dLAoI score 


OLD 


E value 


2.0e-29 


Match length 


80 


% identity 


78 


NCBI Description 


(AC004786) putative chloroplast 




[Arabidopsis thaliana] 


Seq. No. 


301635 


Seq. ID 


cjh700195169.hl 


Method 


BLASTX 


NCBI GI 


gl41616 


BLAST score 


161 


E value 


2.0e-ll 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 
78 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

301636 

cjh700195179.hl 

BLASTN 

gll29085 

33 

4.0e-09 

53 

91 

Wheat mRNA for protein H2A, complete cds, clone wcH2A-9 
301637 

cjh700195210.hl 

BLASTX 

g4544430 

175 

3.0e-13 

51 . 
63 

(AC006955) putative reverse transcriptase [Arabidopsis 
thaliana] 

301638 

cjh700195247.hl 

BLASTN 

g602605 

37 

1.0e-ll 

64 

91 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
301639 

cjh700195351.hl 

BLASTN 

gl68681 

128 

7.0e-66 

260 

72 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333__ Sequence 8 from Patent US 

301640 

cjh700195381.hl 

BLASTN 

gl244652 

171 

2.0e-91 

243 

93 

Zea mays copia-type retroelement PREM-2 gag gene, complete 
cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301641 
cjh700 
BLASTN 
gl6868 
163 

9.0e-8 

235 

92 

Maize 
>gi 27 



195392. hi 

1 

7 



19 kDa zein mRNA, clone CZ19D1, complete cds. 
0686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 
Seq. ID 



301642 

cjh700195401.hl 

BLASTX 

g3914899 

249 

7.0e-22 
59 

.86 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 

301643 

cjh700195522.hl 

BLASTN 

g4416300 

47 

2.0e-17 

71 
54 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

301644 

cjh700195531.hl 

BLASTX 

g82654 

208 

7.0e-17 

55 

69 

10K zein precursor - maize >gi_22541_emb_CAA30409_ (X07535) 
lOkDa zein (AA 1 - 150) [Zea mays] 

301645 

cjh700195562.hl 

BLASTN 

g432367 

96 

9.0e-47 

252 
85 

Rice mRNA for elongation factor 1 beta, complete cds 
301646 

cjh700195573.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

gl685003 

151 

3.0e-10 

75 

37 

(U32643) 



immediate-early salicylate-induced 



glucosyltransf erase [Nicotiana tabacum] 
301647 

cjh700195582.hl 

BLASTX 

g322641 

289 

3.0e-26 

83 

59 

beta-1, 3-glucanase homolog (clone A6) - rape (fragment) 
>gi_17738_emb_CAA49513_ (X69887) beta-1, 3-glucanase 
homologue [Brassica napus] 

301648 

cjh700195669.hl 

BLASTX 

gl706327 

252 

2.0e-31 

81 

89 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_551261_emb_CAA57447_ (X81854) pyruvate decarboxylase 
[Nicotiana tabacum] 

301649 

cjh700195717.hl 

BLASTN 

g507844 

37 

1.0e-ll 

213 

79 

Zea mays A188 retrotransposon gag gene, complete cds 



301650 

cjh700195786.hl 

BLASTN 

g3452299 

69 

1.0e-30 

159 

94 

Zea mays retrotransposon Ji- 



6 3 1 LTR, partial sequence 



301651 

cjh700195788.hl 

BLASTX 

g2641619 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq,. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 

4.0e-ll 

29 

97 

(AF0324 68) ubiquit in-conjugating enzyme protein E2 [Zea 
mays] 

301652 

cjh700195796.hl 

BLASTX 

g3738306 

230 

2.0e-19 

57 

68 

(AC005309) unknown protein [Arabidopsis thaliana] 
301653 

cjh700195877.hl 

BLASTX 

gl68703 

381 

4.0e-37 

85 

91 

(M86591) 22 kDa zein protein [Zea mays] 
301654 

cjh700195921.hl 

BLASTX 

g4039155 

158 

5.0e-ll 

80 

41 

(AF104258) putative copper-inducible 35.6 kDa protein 
[Festuca rubra] 

301655 

cjh700196001.hl 

BLASTX 

g511870 

225 

8.0e-19 

54 

78 

(M23537) zein protein [Zea mays] 
301656 

cjh700196114.hl 

BLASTX 

g4063760 

208 

7.0e-17 

57 

67 

(AC005561) putative POL3 protein [Arabidopsis thaliana] 
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Seq. NO. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301657 

cjh700196130.hl 

BLASTX 

g3367520. 

214 

1.0e-17 

77 
55 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID . 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301658 

cjh700196136.hl 

BLASTX 

g4574406 

257 

1.0e-22 

75 

60 

(AF121139) RIM2 protein [Oryza sativa] 
301659 

cjh700196144.hl 
BLASTX 
gl21472 , 
142 

3.0e-12 

50 
75 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

301660 

cjh700196335.hl 

BLASTN 

g433044 

69 

1.0e-30 

97 

93 

Zea mays W-22 clone PREM-1D retroelement PREM-1, partial 
sequence 

301661 

cjh700196383.hl 

BLASTX 

gl076678 

350 

1.0e-33 

70 

100 
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NCBI Description ubiquitin / ribosomal protein S27a - potato (fragment) 



5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301662 

cjh700196412.hl 

BLASTN 

g22514 

111 

8.0e-56 

175 

91 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 
301663 

cjh700196414.hl 

BLASTX 

g419803 

154 

1.0e-10 

75 

49 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

301664 

cjh700196449.hl 

BLASTN 

g22514 

288 

1.0e-161 

311 

98 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 
301665 

cjh700196485.hl 

BLASTX 

g468516 

246 

4.0e-21 

108 

56 

(X55724) zein [Zea mays] 
301666 

cjh700196511.hl 

BLASTX 

g4587589 

271 

3.0e-24 

80 

65 

(AC007232) hypothetical protein [Arabidopsis thaliana] 
301667 

cjh700196512.hl 

BLASTX 

g4582456 
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BLAST . score . 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144 

4.0e-10 

64 

55 

(AC007071) putative trithorax protein [Arabidopsis 
thaliana] 

301668 

cjh700196515.hl 

BLASTX 

g511870 

225 

8.0e-19 

54 

78 

(M23537) zein protein [Zea mays] 



301669 

cjh700196549.hl 

BLASTX 

gl68586 

228 

7.0e-27 

67 

94 

(M58656) pyruvate, orthophosphate dikinase 



[Zea mays] 



301670 

cjh700196620.hl 

BLASTX 

g511870 

211 

3.0e-17 

51 

76 

(M23537) zein protein [Zea mays] 
301671 

cjh700196669.hl 

BLASTX 

g2842744 

173 

9.0e-13 

39 

77 

ENHANCER OF RUDIMENTARY HOMOLOG >gi_1595812 (U67398) 
enhancer of rudimentary homolog ATER [Arabidopsis thaliana] 

301672 

cjh700196675.hl 

BLASTX 

g4432861 

237 

3.0e-20 

68 

63 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301673 

cjh700196910.hl 

BLASTX 

gl21472 

142 

5.0e-25 
84 

80 - 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) ( ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb__CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

301674 

cjh700196943.hl 

BLASTX 

g4206306 

339 

3.0e-32 

82 

83 

(AF049110) prpol [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301675 

cjh700196991.hl 

BLASTX 

gl68703 

219 

3.0e-18 

50 

90 

(M86591) 22 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301676- 

cjh700197014.hl 

BLASTX 

gl669599 

196 

2.0e-15 

87 

43 

(D88746) AR791 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301677 

cjh700197143.hl 

BLASTX 

g4544383 

192 

4.0e-15 

64 

61 

(AC007047) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



301678 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



cjh700197152.hl 

BLASTX 

g4539460 

172 

1.0e-12 

85 

20 

(AL04 9500) putative protein [Arabidopsis thaliana] 
301679 

cjh700197248.hl- 

BLASTN 

g4140643 

53 

4.0e-21 

93 

89 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

301680 

cjh700197404.hl 

BLASTN 

g3282440 

220 

1.0e-120 

261 

96 

Zea mays subsp. mexicana internal transcribed spacer 1, 
5.8S ribosomal RNA gene, and internal transcribed spacer 2, 
complete sequence 

301681 

cjh700197413.hl 

BLASTX 

gll74780 

254 

3.0e-22 

51 

94 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR (ORANGE PERICARP 

2) >gi_320135_pir PQ0450 tryptophan synthase (EC 4.2.1.20) 

beta-2 chain precursor - maize (fragment) >gi_168574 
(M76685) tryptophan synthase beta-subunit' [Zea mays] 

301682 

cjh700197414.hl 

BLASTN 

gl69818 

64 

1.0e-27 

80 

95 

Rice 25S ribosomal RNA gene 
301683 

cjh700197434.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl68704 

83 

5.0e-39 

197 

93 

Zea mays 



zein protein gene, complete cds 



301684 

cjh700197452.hl 

BLASTX 

g2829923 

291 

1.0e-26 

84 

69 

(AC002291) Similar to uridylyl transferases [Arabidopsis 
thaliana] 

301685 

cjh700197463.hl 

BLASTX ; 

g4432825 

141 

5.0e-09 

58 

57 

(AC006593) putative SOP2p protein [Arabidopsis thaliana] 



301686 

cjh700197482.hl 

BLASTX 

gl915974 

147 

9.0e-10 

57 

47 

(U62329) 
(U64818) 



f ructokinase 
f ructokinase 



[Lycopersicon esculentum] 
[Lycopersicon esculentum] 



>gi 2102693 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301687 

cjh700197611.hl 

BLASTN 

gl68665 

198 

1.0e-107 

256 

95 

Maize 16-kDa zein-2 mRNA, complete cds 



Seq. No. , 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301688 

cjh700197639.hl 

BLASTX 

gl41605 

331 

3.0e-31 
70 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

ZE IN- ALPHA PRECURSOR (19 KD) (CLONE .19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

301689 

cjh700197640.hl 

BLASTX 

g2832246 

233 

8.0e-20 

66 

79 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 



301690 

cjh700197644.hl 

BLASTN 

gl244652 

125 

4.0e-64 

241 

88 

Zea mays copia-type retroelement 
cds 



PREM-2 gag gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
.Method 
NCBI GI 



301691 

cjh700197646.hl 

BLASTX 

g4507857 

155 

1.0e-10 

75 

43 

Herpes virus-associated ubiquitin-specif ic protease 
>gi_2501460_sp_Q93009_UBPH_HUMAN PROBABLE UBIQUITIN 
CARBOXYL- TERMINAL HYDROLASE HAUSP (UBIQUITIN THIOLESTERASE 
HAUSP) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE HAUSP) 
{ DEUBIQUITINATING ENZYME HAUSP) (HERPESVIRUS ASSOCIATED* 
UBIQUITIN-SPECIFIC PROTEASE) >gi_1545952_emb_CAA96580_ 
(Z72499) herpesvirus associated ubiquitin-specif ic protease 
(HAUSP) [Homo sapiens] 

301692 

cjh700197716.hl 

BLASTX 

g3264767 

237 

3.0e-20 

68 

63 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
301693 

cjh700197718.hl 
BLASTN 

g22437 " 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

6.0e-16 

71 

92 

Maize pMLl gene for zein 
301694 

cjh700197723.hl 

BLASTX 

g2982459 

255 

2.0e-22 

80 

66 

(AL022223) putative protein [Arabidopsis thaliana] 
301695 

cjh700197738.hl 

BLAST N 

g22514 

206 

1.0e-112 

233 

97 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 

301696 - 

cjh700197747.hl 

BLASTX 

gl68701 

187 

2.0e-14 

62 

68 

(M60837) zein [Zea mays] 



301697 

cjh7001977'52.hl 

BLASTN 

gl840117 

311 

1.0e-175 

334 

99 

Zea mays PIF-12 transposable element in r-1 
complete sequence 



(r-p) locus, 



301698 

cjh700197762.hl 

BLASTX 

g2642159 

183 

5.0e-22 

65 

78 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
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pyrophosphorylase [Arabidopsis thaliana] >gi_4 151925 
(AF108660) CYT1 protein [Arabidopsis thaliana]"' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. Np. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



301699 

cjh700197860.hl 

BLASTN 

g793901 

91 

9.0e-44 

111 

95 

Z.mays mRNA for ZEMa protein (ZEM1 gene) 
301700 

ckd700461145.hl 

BLASTX 

g3135543 

267 

9.0e-24 

65 

83 

(AF062393) aquaporin [Oryza sativa] 
301701 

ckd700461156.hl 

BLASTX 

g515377 

251 

8.0e-22 

51 

100 

(X79715) histone H4 [Lolium temulentum] 
301702 

ckd700461234.hl 

BLASTN 

g473602 

67 

2.0e-29 

167 

86 

Zea mays W-22 histone H2A mRNA, complete cds 
301703 

ckd700461283.hl 

BLASTN 

gl68484 

161 

2.0e-85 

257 

91 

Maize endosperm glutelin-2 gene, complete^cds 
301704 

ckd700461290.hl 

BLASTN 

g22324 
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♦ 



BLAST score 


78 


E value 


5.0e-36 


Match length 


134 


% identity 


90 


NCBI Description 


Z.mays mRNA for H2B histone (clone CH2B221) 


Seq. No. 


301705 


Seq. .ID 


clt700041505.fl 


Method 


BLASTX 


NCBI GI 


g3212861 


BLAST score 


381 


E value 


4.0e-37 


Match length 


90 


% identity 


78 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thai. 


Seq. No. 


301706 


Seq. ID 


clt700041585.fl 


Method 


BLASTN 


NCBI Gl" 


g733457 


BLAST score 


85 


E value 


3.0e-40 


Match length 


169 


% identity 


96 


NCBI Description 


Zea mays chlorophyll a/b-binding apoprotein < 




mRNA, complete cds 


Seq. No. 


301707 


Seq. ID 


clt700041682.fl 


Method 


BLASTX 


NCBI GI 


g543938 


BLAST score 


302 


E value 


7.0e-28 


Match length 1 


68 


% identity 


88 



(Lhcb6-1) 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB48) (LHCP) >gi_82681_pir S22497 chlorophyll 

a/b-binding protein precursor (cab-48) - maize 
>gi_22228_emb_CAA44888_ (X63205) chlorophyll a /b binding 
protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301708 

clt700041776.fl 

BLASTX 

g3024871 

234 

7.0e-20 

86 

59 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301709 

clt700041813.fl 

BLASTN 

g22223 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■114 
1.0e-57 
226 
89 

Maize cab-1 gene for chlorophyll a/b-binding protein 
301710 

clt700041814.fl 

BLASTX 

gll5771 

257 

2.0e-26 

66 

89 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No, 


301711 


Seq. ID 


clt700041878.fl 


Method 


BLASTX 


NCBI GI 


g2275204 % - 


BLAST score 


206 


E value 


1.0e-16 


Match length 


67 


% identity 


61 


NCBI Description 


(AC002337) DNA binding protein isolog [Arabidopsis 




thaliana] 


Seq. No. 


301712 


Seq. ID 


clt700041959.fl 


Method 


BLASTX 


NCBI GI 


g3618312 


BLAST score 


212 


E value 


3.0e-17 


Match length 


51 


% identity 


69 


NCBI Description 


(AB001884) zinc finger protein [Oryza sativa] 


Seq. No. 


301713 


Seq. ID 


clt700042043.fl 


Method 


BLASTX 


NCBI GI 


gll5813 


BLAST score 


167 


E value 


5.0e-12 


Match length 


51 


% identity 


69 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 




(CAB- 8) >gi_19182_emb_CAA33330_ (X15258) Type III 




chlorophyll a/b-binding protein [Lycopersicon esculentum] 


Seq. No. 


301714 


Seq. ID 


clt700042078.fl 


Method 


BLASTX 


NCBI GI 


gl!72704 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160 

3.0e-ll 

66 

50 

PEPTIDE TRANSPORTER PTR2-B (HISTIDINE TRANSPORTING PROTEIN) 
>gi_633940 (L39082) transport protein [Arabidopsis 
thaliana] >gi_4406786_gb_AAD20096_ (AC006532) histidine 
transport protein PTR2-B [Arabidopsis thaliana] 



Seq. No! 


301715 


Seq. ID 


clt700042104.fl 


Method 


BLASTX 


NCBI GI 


g309673 


BLAST score 


141 


E value 


5.0e-09 


Match length 


43 


% identity 


65 


NCBI Description 


(L19651) light harvesting protein [Pisum 


Seq. No. 


301716 


Seq. ID 


clt700042105.fl 


Method 


BLASTX 


NCBI GI 


g4589961 


BLAST score 


292 


E value 


1 . 0e-26 


Match length 


88 


% identity 


61 


NCBI Description 


(AC007169) unknown protein [Arabidopsis * 


Seq. No. 


301717 


Seq. ID 


clt700042126.fl 


Method 


BLASTX 


NCBI GI 


g2864617 


BLAST score 


160 


E value 


3 . 0e-ll 


Match length 


45 


% identity 


71 


NCBI Description 


(AL021811) H+-transporting ATP synthase < 




protein [Arabidopsis thaliana] 


Seq. No. 


301718 


Seq. ID 


clt700042138.fl 


Method 


BLASTX 


NCBI GI 


gl063400 


BLAST score 


211 


E value 


3.0e-17 


Match length 


51 


% identity 


82 


NCBI Description 


(X92888) glycolate oxidase [Lycopersicon 


Seq. No. 


301719 


Seq. ID 


clt700042166.fl 


Method 


BLASTX 


NCBI GI 


g2655098 


BLAST score 


201 


E value 


6.0e-16 


Match length 


69 



- like 



42548 



% identity 55 

NCBI Description * (AF023472) peptide transporter [Hordeum Vulgare] 

Seq. No. 301720 

Seq. ID clt700042248.fl 

Method BLASTX 

NCBI GI g4567248 

BLAST score 294 

E value 6.0e-27 

Match length 84 

% identity 61 

NCBI Description (AC007070) unknown protein [Arabidopsis thaliana] 

Seq. No. 301721 

Seq. ID clt700042302.fl 

Method BLASTX 

NCBI GI gl68586 

BLAST score 201 

E value 3.0e-34 

Match length 81 

% identity 98 

NCBI Description (M58656) pyruvate, orthophosphate dikinase [Zea mays] 

Seq. No. 301722 

Seq. ID clt700042339.fl 

Method BLAST N 

■ NCBI GI g4160401 

BLAST score 85 

E value 3.0e-4 0 

Match length 133 

% identity 91 

NCBI Description Zea mays eIF-5 gene, exons 1-2 

Seq. No. 301723 

Seq. ID clt700042342.fl 

Method BLASTX 

NCBI GI g4006855 , 

BLAST score 282 

E value 2.0e-25 

Match length 87 

% identity . 62 

NCBI Description (Z99707) Cu2+-transporting ATPase-like protein [Arabidopsis 
thaliana] 

Seq. No. 301724 

Seq. ID clt700042415.fl 

Method BLASTX 

NCBI GI g3641252 

BLAST score 201 

E value 6.0e-16 

Match length 78 

% identity 51 

NCBI Description (AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 

Seq. No. 301725 

Seq. ID clt700042425.fl 



42549 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4115388 

297 

3.0e-27 

92 

59 

(AC005967) 
thaliana] 



putative prolylcarboxypeptidase [Arabidopsis 



Seq. No. 


301726 


Seq. ID 


clt700042433.fl 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


oil 


E value 


7.0e-29 


Match length 


87 


% identity 


71 


NCBI Description 


(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 


Seq. No. 


301727 


Seq. ID 


clt700042435.fl 


Method 


BLASTN 


NCBI GI 


gl68527 


BLAST score 


61 


E value 


8.0e-26 


Match length 


81 


% identity 


94 


NCBI Description 


Maize NADP-dependent malic enzyme (Mel) mRNA, complete cds 


Seq. No. 


301728 


Seq. ID 


clt700042440.fl 


Method 


BLASTX 


NCBI GI 


g482445 


BLAST score 


216 


E value 


5.0e-18 


Match length 


61 


% identity 


69 


NCBI Description 


chlorophyll a/b-binding protein precursor - swollen 




duckweed >gi_168296 (M29334) light-harvesting chlorophyll 



a/b protein precursor [Lemna gibba] 



Seq. No. 301729 

Seq. ID clt700042446.fl 

Method BLASTX 

NCBI GI g606815 

BLAST score 199 

E value 9.0e-16 

Match length 88 

% identity 56 

NCBI Description (U08403) carbonic anhydrase [Zea mays] 

Seq. No. 301730 

Seq. ID clt700042486.fl 

Method BLASTN 

NCBI GI g3450841 

BLAST score 103 

E value 6.0e-51 



42550 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 

9? ;, : ■ 

Oryza sativa mitogen activated protein kinase kinase (MEK1) 
mRNA, complete cds 

301731 

clt700042501.fl 
BLASTX , * 
gll5488$*' 
351 

1.0e-33 

72 

94 

(Z68504) 3-hydroxy-3-methylglutaryl-CoA reductase [Oryza 
sativa] >gi_1171364 (U43961) 3-hydroxy-3-methylglutaryl=CoA 
reductase [Oryza sativa] 



Seq. No. 


301732 


Seq. ID 


clt700042502.fl 


Method 


BLASTX 


NCBI GI 


g3402713 


BLAST score 


249 


E value 


1.0e-21 


Match length 


84 


% identity 


55 


NCBI Description 


(AC004261) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301733 


Seq. ID 


clt700042578.fl 


Method 


BLASTX 


NCBI GI 


g3914465 


BLAST score 


143 


E value 


8.0e-17 


Match length 


50 


% identity 


98 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 



Seq. No. 

Seq. ID 

Method, 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_2981207 (AF052076) photosystem I complex PsaH subunit 
precursor [Zea mays] 

301734 

clt700042586.fl 

BLASTX 

gl20657 

198 

2.0e-20 

56 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024 j>ir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



Seq. No. 



301735 



42551 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clt700042626.fl 

BLASTX 

g2130042 

286 

6.0e-26 

92 

72 

Mg-chelatase chain Xantha-f - barley >gi_861199 (U26916) 
protoporphyrin IX Mg-chelatase subunit precursor [Hordeum 
vulgar e] 



Seq. No. 


301736 


Seq. ID 


clt700042631.fl 


Method 


OTA CTV 


NCBI GI 


g4099835 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


58 


% identity 


52 


NCBI Description 


(U90266) bifunctional nuclease [Zinnia elegans] 


Seq. No. 


301737 


Seq. ID 


clt700042682.fl 


Method 


BLASTN 


NCBI GI 


_o nc c n c a 

go9550o4 


BLAST score 


65 


E value 


2.0e-28 


Match length 


191 


% identity 


85 


NCBI Description 


Zea mays PHYT I gene for acidic phytase 


Seq. No. 


301738 


Seq. ID 


clt700042683.fl 


Method 


BLASTN 


NCBI GI 


g/oo4o/ 


BLAST score 


52 


E value . 


1.0e.-20 


Match length 


117 


% identity 


97 


NCBI Description 


Zea mays chlorophyll a/b-binding apoprotein CP24 




mRNA, complete cds 


Seq. No. 


301739 


Seq. ID 


clt700042768.fl 


Method 


BLASTX 


NCBI GI 


g4455331 


BLAST score 


222 


E value 


2.0e-18 


Match length 


68 


% identity 


56 


NCBI Description 


(AL035525) putative protein [Arabidopsis thalian< 


Seq. No. 


301740 


Seq. ID 


clt700042773.fl 


Method 


BLASTX 


NCBI GI 


g606811 . 


BLAST score 


155 



42552 



E^ value 


1.0e-10 


Match length 


38 


% identity 


79 


NCBI Description 


(U08401) carbonic anhydrase [Zea mays] 


Seq. No. 


301741 


Seq. ID 


clt700042785.fl 


Method 


BLASTX 






BLAST score 


193 


E value 


4.0e-15 


Match length 


86 


% identity 


47 


NCBI Description 


(D90911) hypothetical protein [Synechocystis sp.] 


Seq. No. 


301742 


Seq. ID 


clt700042807.fl 


Method 


BLASTN 


NCBI GI 


gl906603 


BLAST score 


152 


E value 


4.0e-80 


Match length 


263 


% identity 


89 


NCBI Description 


Zea mays ACCase gene, intron containing colonistl 



colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 



Seq. No. 


301743 


Seq. ID 


clt700042844.fl 


Method 


BLASTN 


NCBI GI 


g22328 


BLAST score 


268 


E value 


1.0e-149 


Match length 


268 


% identity 


100 


NCBI Description 


Maize mRNA for a high mobility group protein 


Seq. No. 


301744 


Seq. : ID 


clt700042853.fl 


Method 


BLASTN 


NCBI GI 


g2661765 


BLAST score 


244 


E value 


1.0e-135 


Match length 


280 


% identity 


97 


NCBI Description 


Zea mays mRNA for putative porphobilinogen deaminase 


Seq. No. 


301745 


Seq. ID 


clt700042863.fl 


Method 


BLASTX 


NCBI GI 


gll9961 


BLAST score 


176 


E value 


5.0e-13 


Match length 


50 


% identity 


68 


NCBI Description 


FERREDOXIN V PRECURSOR (FD V) >gi 168475 (M73828) 



ferredoxin [Zea mays] >gi_444 684_prf 1907324A 



42553 



ferredoxin:ISOTYPE=V [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
" % identity 
NCBI Description 



301746 

clt700042904.fl 

BLASTN 

g2239259 

36 

2.0e-ll 

88 

87 

Zea mays mRNA for cinnamoyl CoA reductase 
301747 

clt700042989.fl 

BLASTN 

g312289 

33 

4.0e-09 

33 

100 

O.sativa short highly repeated, interspersed DNA 
301748 

clt700043027.fl 

BLASTX 

g68029 

149 

7.0e-10 

64 

48 

phosphoenolpyruvate carboxylase (EC 4.1.1.31) - maize 
>gi_22408_emb_CAA33317_ (X15239) PEP carboxylase [Zea mays] 

>gi_228619jprf 1807332A phosphoenolpyruvate carboxylase 

[Zea mays] 

301749 

clt700043163.fl 

BLASTN 

g4176423 

43 

4.0e-15 

51 

96 

Oryza, sativa rpll2-2 gene for chloroplast ribosomal protein 
L12, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301750 

clt700043272.fl 

BLASTX 

g312179 

427 

1.0e-42 

85 

98 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 



42554 



>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
■dehydrogenase [Zea mays] 



Cam M _ 

S§q. No. 


jUI / j! 


Seq. ID 


clt700043329.fl 


Method 


BLASTX 


NCBI GI 


g2244925 


BLAST score 


151 


E value 


4.0e-10 


Match length 


44 


% identity 


64 


NCBI Description 


(Z97339) glutaredoxin [Arabi* 


Seq. No. 


oUl /Did 


Seq. ID 


clt700043330.fl 


Method 


BLASTX 


NCBI GI 


g4107009 


BLAST score 


233 


E value 


8.0e-20 


Match length 


48 


% identity 


94 


NCBI Description 


(D82039) 0SK1 [Oryza sativa] 


Seq. No* 


301753 


Seq. ID 


clt70004334 1 . f 1 


Method 


BLASTX 


NCBI GI 


gl854376 


BLAST score 


444 


E value 


2.0e-44 


Match length 


86 


% identity 


100 


NCBI Description 


( AB001337 ) Sucrose-Phosphate 




of f icinarum] 


Seq. No. 


301754 


Seq. ID 


clt700043358.fl 


Method . 


BLASTX 


NCBI GI 


g82080 


BLAST score 


179 


E value 


2.0e-13 


Match length 


53 



[Saccharum 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872j?rf 1609235A' chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

301755 

clt700043362.fl 

BLASTX 

gl673456 

336 

8.0e-32 

66 

100 

(Y09214) rubisco small subunit [Zea mays] 



Seq. No. 



301756 



42555 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clt700043422.fl 

BLASTX 

gll76689 

266 

1.0e-23 

89 

61 

HYPOTHETICAL PROTEIN IN PETB 5'REGION >gi_97579_pir_ 
hypothetical protein - Synechococcus sp. (PCC 7002) 
>gi_38965_emb_CAA44776_ (X63049) orf [Synechococcus 
PCC7002] 



S18125 



m 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301757 

clt700043431.fl 

BLASTN 

g2326946 

241 

1.0e-133 

255 

99 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 
301758^ 

clt700043447.fl 

BLASTX 

g2326947 

228 

4.0e-25 

60 

100 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301759 

clt700043463.fl 

BLASTX 

g2654226 

243 

7.0e-21 

61 

77 

(AJ003069) aminoacyl-t-RNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301760 

clt700043468.fl 

BLASTX 

g4538939 

210 

5.0e-17 

45 

84 

(AL04 9483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



301761 

clt700043496.fl 



42556 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2326946 

153 

9.0e-81 

160 

99 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 
301762 

clt700043623.fl 

BLASTX 

g2500959 

248 

2.0e-21 

90 

56 

ALANYL-TRNA SYNTHETASE (ALANINE — TRNA LIGASE) (ALARS) 
>gi_1653611_dbj_BAA18523_ (D90915) alanyl-tRNA synthetase 
[Synechocystis sp.] 

301763 

clt700043633.fl 

BLASTX 

gl076685 

160 

3.0e-ll 

45 

34 

SPF1 protein - sweet potato >gi_484261_dbj_BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301764 

clt700043642.fl 

BLASTX 

gll5772 

387 

1.0e-37 

89 

84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll 

a/b-binding protein 1R precursor - rice 

>gi_20178_emb_CAA32108_ (X13908) chlorophyll a/b-binding 
preprotein (AA -31 to 235) [Oryza sativa] 

301765 

clt700043679.fl 

BLASTX 

g4455364 

144 

2.0e-09 

39 

72 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 



301766 



42557 



en 

m 

z — 

n 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. .,; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



clt700043753.fl 

BLASTX 

g2326947 

224 

3.0e-31 

70 

100 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 

301767 

clt700043761.fl 

BLASTX 

g2130091 

356 

3.0e-34 

68 

97 

aspartate aminotransferase - proso millet 
>gi_633095_dbj_BAA08106_ (D45076) plastidic aspartate 
aminotransferase [Panicum miliaceum] 

301768 

clt700043884.fl 

BLASTX 

g2459411 

265 

1.0e-23 

83 

59 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
301769 

clt700043901.fl 

BLASTX 

g82080 

173 

1.0e-12 

52 

69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

301770 

clt700043923.fl 

BLASTX 

g4539404 

205 

2.0e-16 

58 

67 

(AL049524) putative protein [Arabidopsis thaliana] 
301771 

clt7000'44039.fl 
BLASTN 



42558 



NCBI GI 


g3885895 


BLAST score 


46 


E value 


7.0e-17 


Match length 


182 


% identity 


81 


NCBI Description 


Oryza sativa plastocyanin precursor, i 


Seq. No. 


301772 


Seq. ID 


clt700044109.rl 


Method 


BLASTX 


NCBI GI 




BLAST score 


228 


E value 


3.0e-19 


Match length 


72 


% identity 


60 


NCBI Description 


(AC000103) F21J9.24 [Arabidopsis thai 


Seq. No. 


301773 


Seq. ID 


clt700044167.fl 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


180 


E value 


1 . Qe-13 


Match length 


54 


% identity 


69 


NCBI Description 


chlorophyll a/b-binding protein type 




>gi_226872 _prf 1609235A chlorophyll 




[Lycopersicon esculentum] 


Seq. No. 


301774 


Seq. ID 


clt700044356.fl 


Method 


BLASTX 


NCBI GI 


g4581162 


BLAST score 


208 


E value 


8.0e-17 


Match length 


49 



mRNA, complete cds 



% identity 
NCBI Description 



82 

(AC006220) putative symbiosis-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301775 

clt700044358.fl 

BLASTN 

g2326946 

229 

1.0e-126 

247 

99 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 
301776 

clt700044368.fl 

BLASTX 

gll76505 

162 

2.0e-ll 
80 



42559 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

"BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 , 
HYPOTHETICAL 47.8 KD PROTEIN B0280.9 IN CHROMOSOME III 
>gi_500770 (U10438) B0280.9 gene product [Caenorhabditis 
elegans] 

301777 

clt700044383.fl 

BLASTX 

g2326352 

312 

5.0e-29 

89 

71 

(Y11156) hypothetical protein [Arabidopsis thaliana] 
301778 

clt700044389.fl 

BLASTX 

g3482914 

211 

3.0e-17 

88 
47 

(AC003970) Similar to nodulins and lipase [Arabidopsis 
thaliana] 

301779 

clt700044401.fl 

BLASTX 

g2462833 

200 

8.0e-16 

82 

49 

(AF000657) highly similar to froha and frohb, potential 
frohc [Arabidopsis thaliana] 



Seq. No. 


301780 


Seq. ID 


clt700044527.fl 


Method 


BLASTX 


NCBI GI 


g3885896 


BLAST score 


187 


E value 


2.0e-14 


Match length 


73 


% identity 


53 


NCBI Description 


(AF093636) plastocyanin precursor 


Seq. No. 


301781 


Seq. ID 


clt700044539.fl 


Method 


BLASTX 


NCBI GI 


g3269291 


BLAST score 


318 


E value 


1.0e-29 


Match length 


82 


% identity 


74 


NCBI Description 


(AL030978) putative receptor prot< 




thaliana] 



42560 



Seq. No. 


301782 


Seq. ID 


clt700044544.fl 


Method 


BLASTX 


NCBI bl 


gZOZ 0:7*1 / 


BLAST score 


199 


E value 


2.0e-28 


Match length 


66 


% identity 


100 


NCBI Description 


(Z50801) Chlorophyll a/b-binding protein CP29 precursor 




[Zea mays] 


Seq. No. 


301783 


Seq. ID 


clt700044557.fl 


Method 


BLASTX 




g*13o3oaZ 


BLAST score 


221 


E value 


2.0e-18 


Match length 


46 


% identity 


93 


NCBI Description 


(AC005850) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


301784 


Seq. ID 


clt700044585.fl 


Method 


BLASTX 


NCBI GI 


g3450842 


BLAST score 


262 


E value 


2.0e-34 


Match length 


84 


% identity 


85 


NCBI Description 


(AF080436) mitogen activated protein kinase kinase [Ory 




sativa] 


Seq. No. 


301785 


Seq. ID 


clt700044619.fl 


Method 


BLASTX 


NCBI GI 


g2244910 


BLAST score 


142 


E value 


2.0e-09 


Match length 


44 


% identity 


66 


NCBI Description 


(Z97339) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


301786 


Seq. ID 


clt700044733.fl 


Method 


BIlAbl A 


NCBI GI 


g2623295 


BLAST score 


334 


E value 


1.0e-31 


Match length 


79 


% identity 


76 


NCBI Description 


(AC002409) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301787 


Seq. ID 


clt700044778.fl 


Method 


BLASTX 



42561 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3341648 
455 

8.0e-46 

84 

100 

(AJ005343) DNA directed RNA polymerase [Zea mays] 
301788 

clt700044784.fl 

BLASTN 

g22204 

46 

6.0e-17 

117 
93 

Maize Bz-McC gene for UDPglucose flavonoid 
glycosyl-transf erase 

301789 

clt700044801.fl 

BLASTX 

g3337361 

146 

1.0e-09 

52 

48 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
301790 

clt700044864.fl 

BLASTX 

g4220517 

301 

1.0e-27 

89 

63 

(AL035356) hypothetical protein [Arabidopsis thaliana] 
301791 

clt700044891.fl 

BLASTX 

gl814401 

377 

1.0e-36 

85 
84 

(U84888) phosphoglucomutase [Mesembryanthemum crystallinum] 
301792 

clt700044894.fl 

BLASTX 

g4567283 

168 

3.0e-12 

59 

59 

(AC006841) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301793 

clt700044936.fl 

BLASTX 

gl00880 

190 

6.0e-15 

58 
71 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A, chloroplast - maize 

301794 

clt700044960.fl 

BLASTX 

gll5815 

327 

9.0e-31 

69 

88 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866 _j?ir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

301795 

clt700044991.fl 

BLASTN 

g2773153 

67 

2.0e-29 

79 

96 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301796 

clt700045013.fl 

BLASTX 

g3004564 

282 

1.0e-25 

82 

63 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301797 

clt700045074 
BLASTX 
gll'5786 
266 

1.0e-23 

68 

81 

CHLOROPHYLL A- 



fl 



■B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
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(CAB) (LHCP) >gi_82680j?ir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357^emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



beq. no. 


oui / jo 


Seq. ID 


clt700045077.fl 


Method 


BLASTN 


NCBI GI 


g21843 


BLAST score 


37 


E value 


l.Oerll 


Match length 


59 


% identity 


92 


NCBI Description 


Wheat PsbO mRNA for 33kDa oxygen evolving protein 




photosystem II 


Seq. No. 


301799 


Seq. ID 


clt700045136.fl 


Method 


BLASTX 


NCBI GI 


gl673456 


BLAST score 


278 


E value 


4.0e-25 


Match length 


55 


% identity 


100 


NCBI Description 


(Y09214) rubisco small subunit [Zea mays] 


Seq. No. 


301800 


Seq. ID 


clt700045148.fl 


Method 


BLASTN 


NCBI GI 


gl68470 


BLAST score 


172 


E value 


4.0e-92 


Match length 


250 


% identity 


93 


NCBI Description 


Maize ferredoxin I (Fd) isoprotein mRNA, pFDl 1 


Seq. No. 


301801 


Seq. ID 


clt700045162.fl 


Method 


BLASTX 


NCBI GI 


g4006835 


BLAST score 


177 


E value 


4.0e-13 


Match length 


91 


% identity 


36 


NCBI Description 


(AC005970) hypothetical protein [Arabidopsis thai; 


Seq. No. 


301802 


Seq. ID 


clt700045182.fl 


Method 


BLASTN 


NCBI GI 


gl68529 


BLAST score 


57 


E value 


2.0e-23 


Match length 


57 : ' ' 


% identity 


100 


NCBI Description 


Zea mays opaque2 heterodimerizing protein 1 (OHPi; 




complete cds 



mRNA, 



Seq. No. 



301803 



42564 



Seq. ID". 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clt700045259.fl 
BLASTX 
gl31197 * 
141 

2.0e-15 

51 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT- HARVE S T I NGr. COM PLEX I 11 KD PROTEIN) (PSI-H) (GOS5 

PROTEIN) >gi_72679_pir A1RZH photosystem I protein psaH 

precursor - rice >gi_20240_emb_CAA36191_ (X51911) GOS5 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301804 

clt700045263.fl 

BLASTX 

g4468984 

213 

1.0e-17 

73 

58 

(AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301805 

clt700045305.fl 

BLASTN 

g2981206 

198 ' 

1.0e-107 

220 

98 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301806 

clt700045321.fl 
BLASTX ' 
g2326947 
184 

4.0e-20 

54 

98 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301807 

clt700045373.fl 

BLASTX 

g4263711 

337 

5.0e-32 

81 

79 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301808 

clt700045406.fl 

BLASTX 

g462195 

417 

3.0e-41 

86 

92 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301809 

clt700045417.fl 

BLASTX 

g543938 

268 

5.0e-24 

57 " 
95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB48) (LHCP) >gi_82681_pir S224 97 chlorophyll 

a/b-binding protein precursor (cab-48) - maize 
>gi_22228_emb_CAA44888_ (X63205) chlorophyll a /b binding 
protein [Zea mays] 



Seq. No. 


301810 




Seq. ID 


clt700045431 


.fl 


Method 


BLASTN 




NCBI GI 


g2326946 




BLAST score 


68 




E value 


2.0e-30 




Match length 


80 




% identity 


96 




NCBI Description 


Z.mays mRNA 


for 


Seq. No. 


301811 




Seq. ID 


clt700045434 


.fl 


Method 


BLASTX 




NCBI GI 


gll5786 




BLAST score 


277 




E value 


6.0e-25 




Match length 


74 




% identity 


74 




NCBI Description 


CHLOROPHYLL 


A-B 



(CAB) (LHCP) >gi_82680jpir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 
Seq. ID . 
Method 
NCBI GI 
BLAST score 
E value 



301812 

clt700045462.fl 

BLASTX 

g3913239 

504 

2.0e-51 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
95 

PROBABLE l-DEOXYXYLULOSE-5-PHOSPHATE SYNTHASE (DXP 
SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 
protein [Oryza sativa] 

301813 

clt700045527.fl 

BLASTX 

g543938 

262 

4.0e-23 

62 

85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB48) (LHCP) >gi_82681jpir S224 97 chlorophyll 

a/b-binding protein precursor (cab-48) - maize 
>gi_22228_emb_CAA44888_ (X63205) chlorophyll a /b binding 
protein [Zea mays] 

301814 

clt700045543.fl 

BLASTX 

g3789954 

398 

3.0e-39 

78 

92 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301815 

clt700045579.fl 

BLASTX 

g2446998 

219 

4.0e-18 

45 

96 

(D63954) fatty acid desaturase [Zea mays] 
301816 

clt700045586.fl 

BLASTX 

g3093410 

323 

2.0e-30 

84 

75 

(AJ225107) protoporphyrinogen oxidase [Solanum tuberosum] 
301817 

clt700045623.fl 

BLASTN 

g2326946 

237 

1.0e-131 
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Match length 255 

% identity 99 

NCBI Description Z.mays mRNA for chlorophyll a/b-binding protein CP29 

Seq. No. 301818 

Seq. ID clt700045655.fl 

Method BLASTX 

NCBI GI g534982 

BLAST score 155 

E value 1.0e-10 

Match length 38 

% identity 68 

NCBI Description (X75898) phosphoglucomutase [Spinacia oleracea] 



Seq. No. 


301819 


Seq. ID 


clt700045658.fl 


Method 


BLASTX 


NCBI GI 


g2914693 


BLAST score 


159 


E value 


5.0e-ll 


Match length 


78 


% identity 


42 


NCBI Description 


(AC003974) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


301820 


Seq. ID 


clt700045665.fl 


Method 


BLASTX 


NCBI GI 


g2245087 


BLAST score 


190 


E value 


1.0e-14 ' 


Match length 


50 


% identity 


64 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301821 

clt700045738.fl 
BLASTX 
gll5786 ' 
198 

8.0e-16 

63 

65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680j?ir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301822 

clt700045842.fl 

BLASTX 

gll5815 

204 

2.0e-16 

62 

66 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 
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a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X558 92) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 


301823 


Seq. ID 


clt700045910.fl 


Method 


BLASTX 


NCBI GI 


gl673456 


BLAST score 


376 


E value 


2.0e-36 


Match length 


74 


% identity 


100 


NCBI Description 


(Y09214) rubisco 


Seq. No. 


301824 


Seq. ID 


clt700045928.fl 


Method 


BLASTX 


NCBI GI 


g3885328 


BLAST score 


180 


E value 


1.0e-22 


Match length 


94 


% identity 


> 57 


NCBI Description 


(AC005623) putat: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
301825 

clt700045986.fl 
BLASTN 
g21843 • 
48 

4.0e-18 

106 

88 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 

301826 

clt700046012.fl 

BLASTX 

g729478 

304 

5.0e-28 

61 

97 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] 

301827 

clt700046014.fl 

BLASTX 

g3421413 

226 

7.0e-19 

45 

93 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
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subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 



Seq. No, 


301828 


Seq. ID 


clt700046030.fl 


Method 


BLASTX 


NCBI GI 


gl488043 


BLAST score 


173 


E value 


1.0e-12 


Match length 


47 


% identity 


70 


NCBI Description 


(U63784) PAPS-reductase-like protein [Catharanthus roseus; 


Seq. No. 




Seq. ID 


clt700046032.fl 


Method 


BLASTN 


NCBI GI 


g2326946 


BLAST score 


237 


E value 


1.0e-131 


Match length 


,255 


% identity 


99 


NCBI Description 


Z.mays mRNA for chlorophyll a/b-binding protein CP29 


Seq. No. 


301830 


Seq. ID 


clt700046060.fl 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


178 


E value 


1.0e-95 


Match length 


279 


% identity 


98 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


301831 


Seq. ID 


clt700046066.fl 


Method 


BLASTX 


NCBI GI 


gl673456 


BLAST score 


239 


E value 


5.0e-32 


Match length 


75 


% identity 


100 


NCBI Description 

- 


(Y09214) rubisco small subunit [Zea mays] 


Seq. No. 


301832 


Seq. ID 


clt700046073.fl 


Method 


BLASTX 


NCBI GI 


gll5815 


BLAST score 


271 


E value 


4.0e-24 


Match length 


65 


% identity 


77 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 
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Seq. No. 


301833 




Seq. ID 


clt700046077.fl 




Method 


BLASTN 




NCBI GI 


g3420038 




BLAST score 


40 




E value 


3.0e-13 




Match length 


52 




% identity 


49 




NCBI Description 


Zea mays" gypsy/Ty3-type retrotransposon Tekay, completi 






sequence 




Seq. No. 


301834 




Seq. ID 


clt700046241.fl 




Method 


BLASTX 




NCBI GI 


g2739008 




BLAST score 


191 




E value 


6.0e-15 




Match length 


76 




% identity 


55 


n 


NCBI Description 


(AF0224 63) CYP78A3p [Glycine max] 




Seq. No. 


301835 




Seq. ID 


clt700046406.fl 




Method 


BLASTX 




NCBI GI 


g3283026 


pi 

S— r 


BLAST score 


184 


I £. 


E value 


6.0e-14 




Match length 


92 




% identity 


38 




NCBI Description 


(AF051562) putative transposase [Arabidopsis thaliana] 


t ! 


Seq. No. 


301836 


s = 


Seq. ID 


clt700046458.fl 


H 


Method 


BLASTX 




NCBI GI 


g4335735 


§ 5 


BLAST score 


151 




E value 


4.0e-10 




Match length 


35 




% identity 


74 




NCBI Description 


(AC006248) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


301837 




Seq. ID 


clt700046489.fl 




Method 


BLASTN 




NCBI GI 


g861198 




BLAST score 


63 




E value 


2.0e-27 




Match length 


87 




% identity 


93 




NCBI Description 


Hordeum vulgare protoporphyrin IX Mg-chelatase subunit 






precursor (Xantha-f) gene, complete cds 




Seq. No. 


301838 




Seq. ID 


cyk700047301.fl 




Method 


BLASTX 




NCBI GI 


g2618691 




BLAST score 


287 
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E value 
Match length 
% identity 
NCBI Description 



7.0e-26 

107 

56 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 


301839 


Seq. ID 


cyk700047370.fl 


Method 


BLASTX 


NCBI GI 


g4006915 


BLAST score 


159 


E value 


6.0e-ll 


Match length 


74 


% identity 


41 


NCBI Description 


(Z99708) hypothetical 


Seq. No. 


301840 


Seq. ID 


cyk700047402.fl 


Method 


BLASTX 


NCBI GI 


g30239'32 


BLAST score 


211 


E value 


4.0e-17 


Match length 


78 


% identity 


51 


NCBI Description 


HISTONE DEACETYLASE 3 



deacetylase-3; HD-3 



(HD3) >gi_2791688 
[Gallus gallus] 



(AF039753) histone 



Seq. No. 


301841 


Seq. ID 


cyk700047429.fl 


Method 


BLASTN 


NCBI GI 


g559535 


BLAST score 


309 


E value 


1.0e-174 


Match length 


335 


% identity 


99 


NCBI Description 


Z.mays mRNA for i 


Seq. No. , 


301842 . 


Seq. ID 


cyk700047456.fl 


Method 


BLASTX 


NCBI GI 


g4039155 


BLAST score 


169 


E value 


3.0e-12 


Match length 


79 


% identity 


39 


NCBI Description 


(AF104258) putat 




[Festuca rubra] 


Seq. No. 


301843 


Seq. ID 


cyk700047539.fl 


Method 


BLASTX 


NCBI GI 


g2499946 


BLAST score 


299 


E value 


2.0e-27 


Match length 


96 


% identity 


66 



, 6 kDa protein 



NCBI Description 



(OROTATE 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOSPHORIBOSYLTRANSFERASE AND OROT I DINE 5' -PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 

301844 

cyk700047591.fl 

BLASTX 

g2213594 

378 

1.0e-36 

110 

69 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
301845 

cyk700047652.fl 

BLASTX 

g4008406 

200 

9.0e-16 

58 

60 

(Z82286) predicted using Genefinder [Caenorhabditis 
elegans] 

301846 

cyk700047710.fl 

BLASTX 

g4580398 

226 

8.0e-19 

52 

77 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 

301847 

cyk700047769.fl 

BLASTN 

g4140643 

201 

1.0e-109 

310 

92 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

301848 

cyk700047815.fl 

BLASTX 

g3366659 

163 

2.0e-ll 

54 

63 

(AF036763) P-ATPase [Emericella nidulans] 
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Seg. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301849. 

cyk700047828.fl 

BLASTX 

g584861 

153 

3.0e-10 

56 

50 

CYTOCHROME P450 71A2 (CYPLXXIA2) (P-4 50EG4) 

>gi_480396_pir S36806 cytochrome P450 71A2 - eggplant 

>gi_408140_emb_CAA50645_ (X71654) P450 hydroxylase [Solanum 
melongena] >gi_441185_dbj_BAA03635_ (D14990) Cytochrome 
P-450EG4 [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301850 

cyk700047850.fl 

BLASTX 

g4206114 

389 

6.0e-38 

78 

92 

(AF097663) cytoplasmic glucose-6-phosphate 1-dehydrogenase 
[Mesembryanthemum crystallinum] 

301851 

cyk700047889.fl 

BLASTX 

g3168840 

183 

8.0e-14 

51 

75 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 
301852 

cyk700047924.fl 

BLASTN 

g2981287 

56 

9.0e-23 

128 

86 

Bos taurus histone H4 . 1 mRNA, complete cds 
301853 

cyk700047958.fl 

BLASTX 

gl351136 

439 

1.0e-43 

88 

100 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_514946 jL22296) UDP-glucose : D-f ructose 
2-glucosyl-transf erase [Zea mays] >gi_533252 (L33244) 
sucrose synthase 2 [Zea mays] 



42574 



Seq. No. ~ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301854 

cyk700048174.fl 
BLASTX • 
g3025299 
291 

2.0e-26 

93 

57 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_2088660 
(AF002109) ABC1 isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301855 

cyk700048179.fl 

BLASTX 

gl620986 

154 

2.0e-10 

35 
89 

(Y08858) 40S ribosomal protein S17 
plumbagini folia] 



[Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301856 

cyk700048210.fl 

BLASTX 

g3121951 

168 

6.0e-12 

109 

36 

CH-TOG PROTEIN (COLONIC AND HEPATIC TUMOR OVER-EXPRESSED 
PROTEIN) (KIAA0097) >gi_603951_dbj_BAA07892_ (D43948) This 
gene is novel. [Homo sapiens] 



Seq. No. 


301857 


Seq. ID 


cyk700048223.fl 


Method 


BLASTX 


NCBI GI 


g3868800 


BLAST score 


365 


E value 


5.0e-35 


Match length 


103 


% identity 


61 


NCBI Description 


(AB013603) topoisomerase 


Seq. No. 


301858 


Seq. ID 


cyk700048234.fl 


Method 


BLASTX 


NCBI GI 


g3122388 


BLAST score 


203 


E value 


5.0e-16 


Match length 


67 


% identity 


60 


NCBI Description 


WD-40 REPEAT PROTEIN MSI2 



[Mus musculus] 



i_2394231 (AF016847) WD-40 
repeat protein [Arabidopsis thaliana] 
>gi_4581121_gb_AAD24611.1_AC005825_18 (AC005825) putative 
WD-40 protein MSI2 [Arabidopsis thaliana] 



42575 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity * 

NCBI Description 



301859 

cyk700048266.fl 

BLASTX 

g4539383 

169 

4.0e-12 

91 

41 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301860 

cyk700048267.fl 

BLASTN 

g433040 

54 

1.0e-21 

170 

84 

Zea mays W-22 clone PREM-1A retroelement PREM-1, partial 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301861 

cyk700048271.fl 

BLASTX 

gl076353 

421 

9.0e-42 

97 

85 

myosin heavy chain PCR11 



Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301862 

cyk700048315.fl 

BLASTX 

g3687469 

178 

1.0e-13 

51 

67 

(AL031798) putative diphthine synthase [Schizosaccharomyces 
pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301863 

cyk700048318.fl 

BLASTX 

g3176715 

241 

1.0e-20 

96 

52 

(AC002392) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



301864 

cyk700048365.fl 



42576 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3242783 

229 

3.0e-19 * ■ 

67 

60 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301865 

cyk700048446.fl 

BLASTX 

gl350595 

228 

2.0e-19 
49 • 
84 

RH02 PROTEIN >gi_1076923_pir JC4045 Rho2 protein - fission 

yeast (Schizosaccharomyces pombe) >gi_1064858_dbj_BAA07378_ 
(D38181) Rho 2 [Schizosaccharomyces pombe] 

301866 

cyk700048453.fl 

BLASTX 

g4377999 

393 

2.0e-38 

99 

69 

(AF07 6951) Cu-Zn superoxide dismutase [Glomerella 
cingulata] 

301867 

cyk700048471.fl 

BLASTX 

g2129559 

228 

5.0e-19 

80 

59 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_34 93633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

301868 

cyk700048478.fl 

BLASTX 

g2275211 

290 

2.0e-26 

66 

83 

(AC002337) RNA helicase isolog [Arabidopsis thaliana] 



42577 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301869 

cyk700048479.fl 

BLASTX 

g3776573 

236 

2.0e-20 

61 

67 

(AC005388) 
gi_3482914 
Alternate 
thaliana] 



Similar to nodulins and lipase homolog F14J9.5 
from Arabidopsis thaliana BAC gb_AC003970. 
first exon from 72258 to 72509. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301870 

cyk700048492.fl 

BLASTX 

g585165 

291 

2.0e-26 

80 

70 

GLUCOSE- 6-PHOSPHATE 1- DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985_pir S60287 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - potato 
>gi_471345_emb_CAA52442_ (X74421) glucose-6-phosphate 
1-dehydrogenase [Solanum tuberosum] 



Seq. No. 


301871 


Seq. ID 


cyk700048502.fl 


Method 


BLASTX 


NCBI GI 


g2293566 


BLAST score 


369 


E value 


1.0e-35 


Match length 


73 


% identity 


100 


NCBI Description 


(AF012896) ADP-ribosylation 


Seq. No. 


301872 


Seq. ID 


cyk700048605.fl 


Method 


BLASTX 


NCBI GI 


g4455232 


BLAST score 


262 


E value 


2.0e-24 


Match length 


88 


% identity 


60 


NCBI Description 


(AL035523) putative protein 


Seq. No. 


301873 


Seq. ID 


cyk700048636.fl 


Method 


BLASTX 


NCBI GI 


g2980798 


BLAST score 


187 


E value 


3.0e-14 


Match length 


63 


% identity 


52 


NCBI Description 


(AL022197) putative protein 



42578 





Seq. No. 


301874 




Seq. ID 


cyk700048650.fl 




Method 


BLASTN 




NCBI GI 


g22185 




BLAST score 


33 




E value 


4.0e-09 




Match length 


53 




% identity 


91 




NCBI Description 


Z.mays mRNA for b-32 protein, putative regulatory 






zein expression (clone b-32. 120) 




Seq. No. 


301875 




Seq. ID 


cyk700048662.fl 




Method 


BLASTN 




NCBI GI 


g2288968 




BLAST score 


54 




E value 


6.0e-22 




Match length 


85 




% identity 


91 




NCBI Description 


Zea mays mRNA for glutathione transferase * 


fn 


Seq. No. 


301876 


fn 


Seq. ID 


cyk700048675.fl 


JC 


Method 


BLASTX 


:L--i 


NCBI GI 


g3738308 




BLAST score 


204 


jLJL 


E value 


3.0e-16 




Match length 


100 


_ 


% identity 


47 




NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 




Seq. No. 


301877 




Seq. ID 


cyk700048691.fl 




Method 


BLASTX 


Q 


NCBI GI 


g4138179 


i — 5 


BLAST score 


263 




E value 


3.0e-23 




Match length 


77 




% identity 


69 




NCBI Description 


(AJ223969) elongation factor 1 alpha subunit [Mali 






domestical 




Seq. No. 


301878 




Seq*. ID 


cyk700048747.fl 




Method 


BLASTX 




NCBI GI 


g4105798 




BLAST score 


229 




E value 


2.0e-25 




Match length 


73 




% identity 


71 




NCBI Description 


(AF04 9930) PGP237-11 [Petunia x hybrida] 




Seq. No. 


301879 




Seq. ID 


cyk700048751.fl 




Method 


BLASTX 




NCBI GI 


g2130023 




BLAST score 


169 



42579 



E value 
Match length 
% identity 
NCBI Description 



5.0e-12 

82 

57 

DNA-binding protein" ABF1 - wild oat (fragment) 
>gi_1159877_emb_CAA88326_ (Z48429) DNA-binding protein 
[Avena fatua] 



Seq. No. 


301880 


Seq. ID 


cyk700048760.fl 


Method 


BLASTN 


NCBI GI 


g3320103 


BLAST score 


35 


E value 


1.0e-10 


Match length 


55 


% identity 


91 


NCBI Description 


Zea mays mRNA for calcium-dependent protein kinase 


Seq. No. 


301881 


Seq. ID 


cyk700048805.fl 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


283 


E value 


5.0e-29 


Match length 


80 


% identity 


88 


NCBI Description 


glycine-rich protein - maize >gi_22293_emb_CAA43431_ 




(X61121) glycine-rich protein [Zea mays] 


Seq. No. 


301882 


Seq. ID 


cyk700048818.fl 


Method 


BLASTX 


NCBI GI 


g542058 


BLAST score 


150 


E value 


5.0e-10 


Match length 


39 


% identity 


- 67 


NCBI Description 


HSR203J protein - common tobacco >gi 444002 emb CAA54 




(X77136) HSR203J [Nicotiana tabacum] 


Seq. No. 


301883 


Seq. ID 


cyk700048838.fl 


Method 


BLASTX 


NCBI GI 


g4454043 


BLAST score 


258 


E value 


1.0e-22 


Match length 


69 


% identity 


67 


NCBI Description 


(AL035394) putative receptor kinase [Arabidopsis thai. 


Seq. No. 


301884 


Seq. ID 


cyk700048876.fl 


Method 


BLASTN 


NCBI GI 


g998429 


BLAST score 


53 


E value 


4.0e-21 


Match length 


77 


% identity 


92 



42580 



NCBI Description 



GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

MatcK length 

% identity 

NCBI Description 



301885 

cyk700048896.fl 

BLASTX 

g2980767 

182 

6.0e-14 

77 

48 

(AL022198) putative protein [Arabidopsis thaliana] 
301886 

cyk700048904.fl 

BLASTX 

g4582461 

364 

5.0e-35 

101 

71 

(AC007071) putative triacylglycerol lipase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301887 

cyk700048929.fl 
BLASTX ' 
g2541876 
168 

5.0e-12 

79 

43 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301888 

cyk700048931.fl.. 

BLASTN 

gl408221 

71 

9.0e-32 

201 

91 

Sorghum bicolor pathogenesis-related protein (PR-10) mRNA, 
complete cds 

301889 

cyk700048934.fl 

BLASTN 

g4240538 

258 

1.0e-143 * 

265 

99 

Zea mays knotted class 1 homeodomain protein liguleless3 
(lg3) mRNA, complete cds 



42581 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



301890 

cyk700048973.fi 

BLASTX 

gl353193 

176 

6.0e-13 

50 

64 

O-METHYLTRANS FERASE ZRP4 (OMT) >gi_542186_pir JQ2268 

O-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) O-methyltransferase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301891 

cyk700048987.fl 

BLASTX 

g4585972 

277 

8.0e-25 

96 

51 

(AC005287) Putative ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301892 

cyk700049013.fl 

BLASTX 

g2058311 

186 

4,0e-14 

40 

85 

(X79566) cinnamoyl-CoA reductase [Eucalyptus gunnii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301893 

cyk700049102.fl 

BLASTX 

g4588906 

305 

5.0e-28 

67 

88 

(AF118149) ribosomal protein S7 [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301894. 

cyk700049141.fl 
BLAST N 
g559535 
252 

1.0e-140 

294 

96 

Z.mays mRNA for metallothionein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301895 

cyk700049142.fl 
BLAST N 
g603189 
38 



42582 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-12 ; 

81 

86 

Zea mays translation initiation factor eIF-4A mRNA, 
complete cds 

301896 

cyk700049168.fl 

BLASTX 

gl313909 

198 

8.0e-16 

76 

61 

(D84508) CDPK-related protein kinase [Zea mays] 
301897 

cyk700049175.fl 

BLASTN 

g4582786 

40 

3.0e-13 

40 

100 

Zea mays mRNA for adenosine kinase, putative 
301898 

cyk700049210.fl 

BLASTN 

gl747295 

86 

8.0e-41 

165 

89 

Oryza sativa mRNA for vacuolar H+-pyrophosphatase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301899 

cyk700049214.fl 

BLASTX 

g3885334 

297 

4.0e-27 

88 

67 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301900 

cyk700049247.fl 

BLASTX 

gl706260 

283 

1.0e-25 

76 

74 

CYSTEINE PROTEINASE 



1 PRECURSOR >gi_2118131_pir S59597 



42583 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cysteine proteinase 1 precursor - maize 

>gi_643597jibj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 

301901 

cyk700049294.fl 

BLASTX 

g2190553 

178 

7.0e-18 

97 

47 

(AC001229) Strong similarity to Arabidopsis 
zeta-crystallin-like protein (gb_Z49268). [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301902 

cyk700049352.fl 

BLASTX 

g4115559 

229 

4.0e-19 

104 ^ 
46 

(AB013596) UDP-glucose:anthocysnin 5-O-glucosyltransf erase 
[Perilla frutescens] 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301903 

cyk700049357.fl 

BLASTN 

gl042260 

42 

2.0e-14 

54 

94 

{Mul element insertion site, 
285 ntj 



clone 10} [maize, Transposon, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301904 

cyk700049422.fl 

BLASTX 

g2130024 

155 

1.0e-10 

66 

55 

DNA-binding protein ABF2 
>gi_l 15987 9_emb_CAA8 8 331_ 
[Avena fatua] 



wild oat 

(Z48431) DNA-binding protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301905 

cyk700049454.fl 

BLASTX 

g444344 

235 

7.0e-24 
70 



42584 



% identity 

NCBI Description 



74 

thaumatin-like protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301906 

cyk700049460.fl 

BLASTX 

g3367568 

177 

5.0e-13 

39 

79 

(AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E valu^ 
Match length 
'% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301907 

cyk700049493.fl 

BLASTX 

g3913366 

175 

7.0e-13 

96 

47 

PUTATIVE RECEPTOR PROTEIN KINASE CRINKLY4 PRECURSOR 
>gi_1597723 (U67422) CRINKLY4 precursor [Zea mays] 

301908 

cyk700049530.fl 

BLASTX 

g549597 

217 

8.0e-18 

88 

48 

ATP-DEPENDENT RNA HELICASE DBP7 >gi_539330_pir S38093 

probable purine nucleotide-binding protein YKR024c - yeast 
{ Sacchar omyce s cere vi s iae ) >gi_4 8644 9_emb_CAA8 2 0 9 6_ 
(Z2824.9) ORF YKR024c [Saccharomyces cerevisiae] 

301909 

cyk700049532.fl 

BLASTX 

g3360289 

150 

5.0e-10 

40 

60 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

301910 

cyk700049560.fl 

BLASTX 

g2980781 

214 

2.0e-17 

53 

62 



42585 



NCBI Description 



(AL022198) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. ; 

E value 

Match length 

% identity 

NCBI Description 



301911 

cyk700049654.fl 

BLASTN 

gl68654 

34 

1.0e-09 

94 

84 

Zea mays ADP glucose pyrophosphorylase (shrunken-2) gene, 
complete cds 

301912 

cyk700049692.fl 

BLASTN 

gl945282 

37 

2.0e-ll 

61 

90 

O.sativa mRNA for myb factor, 1402 bp 
301913 

cyk700049694.fl 

BLASTX 

g585876 

232 

1.0e-19 

81 

62 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084424_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 (L18908! 
60S ribosomal protein L25 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity ^. ■ 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301914 

cyk700049731.fl 

BLASTN 

gl906603 

226 

1.0e-124 

277 

96 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

301915 

cyk700049738.fl 

BLASTX 

g2570047 

222 

2.0e-18 

87 

41 

(Y09234) MSTK2S kinase-like protein [Mus musculus] 



42586 



Seq. No. 


301916 


Seq. ID 


cyk700049749.fl 


Method 


BLASTX 


NCBI GI 


g3805964 


BLAST score 


306 


E value 


1.0e-28 


Match length 


64 


% identity. 


86 


NCBI Description 


(Y13773) laccase [Populus balsamifera subsp. trichocarpa 


Seq. No. 


301917 


Seq. ID 


cyk700049772.fl 


Method 


BLASTX 


NCBI GI 


— oox a ace 

g2244855 


BLAST score 


261 


E value 


6.0e-23 


Match length 


100 


% identity 


54 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301918 


Seq. ,ID 


cyk700049805.fl 


Method 


BLASTX 


NCBI GI 


g4378178 


BLAST score 


181 


E value 


5.0e-16 


Match length 


89 


% identity 


56 


NCBI Description 


(AF102543) unknown [Zymomonas mobilis] 


Seq. No. 


301919 


Seq. ID 


cyk700049823.fl 


Method 


BLASTX 


NCBI GI 


gl28185 


BLAST score 


235 


E value 


3.0e-26 


Match length 


75 ~ YV ~ 


% identity 


85 


NCBI Description 


NITRATE REDUCTASE <NR) >gi_66208_pir RDBHNH nitrate 




reductase (NADH) (EC 1.6.6.1) - barley (cv. Himalaya) 




>gi_18994_emb_CAA40976_ (X57845) nitrate reductase [Hord< 




vulgar e] 


Seq. No. 


301920 


Seq. ID 


cyk700049824.fl 


Method 


BLASTX 


NCBI GI 


gl491929 


BLAST score 


415 


E value 


5.0e-41 


Match length 


89 


% identity 


89 


NCBI Description 


(U51272) 1, 3-beta-D-glucan synthase catalytic subunit 




[Emericella nidulans] 


Seq. No. 


301921 


Seq. ID 


cyk700049833.fl 


Method 


BLASTX 



42587 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4467126 
226 

6.0e-19 

63 

71 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



301922 

cyk700049887.fT 

BLASTX 

g2598037 

291 

2.0e-26 

98 

54 

(AJ001272 ) manganese 
cerevisiae] 



resistance 1 protein [Saccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301923 

cyk700049888.fl 

BLASTN 

gl657759 

80 

1.0e-37 

88 

98 

Zea mays retrotransposon Fourf 
site DNA sequence 



5' LTR and primer binding 



301924 

cyk700049907.fl 

BLASTX 

g2293566 

378 

9.0e-37 

75 

100 

(AF012896) ADP-ribosylation factor 1 [Oryza sativa] 
301925 

cyk700049910.fl 

BLASTX 

g3522929 

407 

5.0e-40 

80 

96 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301926 

cyk700049953.fl 

BLASTX 

gl00490 

402 



42588 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-39 

103 

23 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

301927 

cyk700049964.fl 

BLASTX 

gl076641 

208 

8.0e-17 

40 

97 

tau-protein kinase (EC 2.7.1.135) homolog - common tobacco 
>gi_456356_emb_CAA54803_ (X777 63) shaggy like protein 

kinase [Nicotiana tabacum] >gi_1094395_prf 2106142A 

Ser/Thr protein kinase [Nicotiana tabacum] 

301928 

cyk700050015.fl 

BLASTX 

g4539399 

184 

6.0e-14 

38 
100 

(AL035526) ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301929 

cyk700050036.fl 

BLASTX 

gl209756 

254 . 

3.0e-22 

91 

55 

(U43629) integral membrane protein [Beta vulgaris] 
301930 

cyk700050061.fl 

BLASTX 

gl076685 

300 

2.0e-27 

90 

34 

SPF1 protein - sweet potato >gi_484261_dbj_BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 

301931 

cyk700050077.fl 

BLASTX 

g902586 

438 



42589 



E value 


8.0e-44 


Match length 


88 


% identity 


20 


NCBI Description 


(U29162) ubiquitin [Zea mays] 


Seq. No. 


301932 


Seq. ID 


cyk700050123.fl 


Method 


BLASTX 


NCBI GI 


g2894569 


BLAST score 


186 


E value 


2.0e-14 


Match length 


50 


% identity 


64 


NCBI Description 


(AL021890) putative protein [ 


Seq. No. 


301933 


Seq. ID 


cyk700050135.fl 


Method 


BLASTX 


NCBI GI 


g422029 


BLAST score 


312 


E value 


6.0e-29 


Match length 


99 


% identity 


69 


NCBI Description 


transcription factor OBF3.2, 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_297018__emb_CAA48904_ (X69152) ocs-element binding 
factor 3.2 [Zea mays] 

301934 

cyk700050162.fl 

BLASTX 

gl708073 

242 

1.0e-20 

103 

51 

GMP SYNTHASE { GLUTAMINE-HYDROLYS ING ) (GLUTAMINE 

AMIDOTRANSFERASE) (GMP SYNTHETASE) >gi_1077145 jpir S55099 

GMP synthase (glutamine-hydrolyzing) (EC 6.3.5.2) - yeast 
(Saccharomyces cerevisiae) >gi_854469_emb_CAA89932_ 
(Z49809) Gualp [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



301935 

cyk700050189.fl 

BLASTX 

g2129587 

187 

3.0e-14 

83 

45 

gamma-glutamyltransf erase (EC 2.3.2.2) - Arabidopsis 
thaliana >gi_928934_emb_CAA89206_ (Z49240) gamma-glutamyl 
transpeptidase [Arabidopsis thaliana] 

>gi_1585436_prf 2124427C gamma-Glu transpeptidase 

[Arabidopsis thaliana] 

301936 

cyk700050204.fl 



42590 



Method 


BLASTX 


NCBI GI 


g542157 


RT.AST score 


177 


E value 


2.0e-13 


March lpnath 

l id u 1*1 1 xciiy 1.11 


52 


% identity 


67 


NPRT Dpscrintion 


ribosomal 5S RNA-binding protein — Rice 


Seq. No. 


301937 - - • 


Seq. ID 


cyk700050222. f 1 


Method 


BLASTX 


NCBI GI 


g2702268 


BLAST score 


161 


E value 


2.0e-ll 


Match lpnath 

L4C1 UV^ll XvllM l>41 


49 


% identitv 


61 


NPRT Dp^rriDtion 


(AC003033) putative cellulase [Arabidopsis thaliana] 


Seq. No. 


301938 


Seq. ID 


cyk700050241*fl 


Method 


BLASTX 


NCBI GI 


g4558552 


BLAST score 


280 


E valup 


3.0e-25 


Match length 


65 


4 -1 Hpnr t r v 


41 


NCBI Description 


(AC007138) putative P-glycoprotein-like protein 




T ArabidoDsis thaliahal 


Seq. No. 


301939 


Seq. ID 


cyk700050275.fl 


Method 


BLASTN 


NCBI GI 


g2668743 


BLAST score 


41 


E valup 


8.0e-14 


Match lencrth 


73 




89 


NCBI Description 


Zea mays ubiquitin conjugating enzyme (UBC) niRNA, completi 




cds 


Seq. No. 


301940 


Seq. ID 


cyk700050285.fl 


Method 


BLASTX 


NCBI GI 


g2281085 


BLAST score 


215 


E value 


2.0e-17 


Match length 


61 


4 ■! Hpnf itv 


64 


NCBI Description 


(AC002333) CTR1 protein kinase isolog [Arabidopsis 




t ha 1 i ana 1 

A IdX XQ1 1 CI J 


Seq. No. 


301941 


Seq. ID 


cyk700050290.fl 


Method 


BLASTX 


NCBI GI 


g673433 


BLAST score 


288 


E value 


4.0e-26 



42591 



; Match length 
V identity 
NCBI Description 



82 
68 

(X56953) protein synthesis initiation factor 4A [Mus 
musculus] 





Seq. No. 


301942 




Seq. ID 


cyk700050349.fl 




Method 


BLASTN 




NCBI GI 


g4206307 




BLAST score 


57 




E value 


1.0e-23 




Match length 


154 




% identity 


86 




NCBI Description 


Zea mays retrotransposon Cinful-2 




Seq. No. 


301943 




Seq. ID 


cyk700050391.fl 




Method 


BLASTN 




NCBI GI 


g499013 




BLAST score 


82 


Ol 


E value 


1.0e-38 




Match length 


114 




% identity 


93 


o 


NCBI Description 


T.aestivum (Capitole) mitochondrial orf240 




Seq. No. 


301944 




Seq. ID 


cyk700050395.fl 




Method 


BLASTX 


s 


NCBI GI 


gl335862 


3 


BLAST score 


154 


L.J 


E value 


1.0e-10 


Mr 


Match length 


51 


I \ 

T£=3 


% identity 


65 




NCBI Description 


(U42608) clathrin heavy chain [Glycine max 


™ 


Seq. No. 


301945 




Seq. ID 


cyk700050474.fl 




Method 


BLASTX 




NCBI GI 


g3482915 




BLAST score 


315 




E value 


2.0e-29 




Match length 


77 




% identity 


71 




NCBI Description 


(AC003970) Similar to 12-oxophytodienoate : 






gi 2765083 and old-yellow-enzyme homolog, 






[Arabidopsis thaliana] 




Seq. No. 


301946 




Seq. ID 


cyk700050518.fl 




Method 


BLASTX 




NCBI GI 


g266578 




BLAST score 


244 




E value 


2.0e-22 




Match length 


55 




% identity 


98 



NCBI Description 



METALLOTHIONEIN-LIKE PROTEIN 1 >gi_100898_pir S17560 

metallothionein-like protein - maize >gi 236730 bbs_57629 



42592 



(S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >g'i_559536_emb_CAA57 676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095j?rf 1717215A metallothionein-like protein [Zea 

mays] 



Seq. No. 


301947 


Seq. ID 


cyk700050539.fl 


Method 


BLASTX 


NCBI GI " 


g3128218 


BLAST score 


302 


E value 


1.0e-27 


Match length 


64 


% identity 


91 


NCBI Description 


(AC004077) putative endl3 


Seq. No. 


301948 


Seq. ID 


cyk700050604.fl 


Method 


BLASTX 


NCBI GI 


g629688 


BLAST score 


353 


E value 


1.0e-33 


Match, length 


100 


% identity 


68 


NCBI Description 


dehydroquinase shikimate < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



>gi_535771 (L32794) dehydroquinate dehydratase/shikimate 
. dehydrogenase [Nicotiana tabacum] 

301949 

cyk700050630.fl 

BLASTX 

g4467359 

361 

9.0e-35 

87 

76 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis - 
thaliana] ■ - ; - ■ 

301950 

cyk700050635.fl 

BLASTX 

g66009 

216 

3.0e-26 

73 

88 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) C, 
cytosolic - maize >gi_22238_emb_CAA30151_ (X07156) GADPH 
(AA 1-337) [Zea mays] 

301951 

cyk700050649.fl 

BLASTX 

g4539676 

217 

9.0e-18 



42593 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 

53 "' • 

(AF061282) patatin-like protein [Sorghum bicolor] 
301952 

cyk700050660.fl 

BLASTX 

g586324 

397 

7.0e-39 , 

101 

67 

TRANSCRIPTION INITIATION FACTOR TFIID 90 KD SUBUNIT 

(TAFII-90) >gi_419854_pir S34023 TATA box-binding 

protein-associated factor chain TAFII90 - yeast 
{Saccharomyces cerevisiae) >gi_311674_emb_CAA79685_ 
(Z21487) unknown [Saccharomyces cerevisiae] 
>gi_536569_emb_CAA85160_ (Z36067) ORF YBR198c 

[Saccharomyces cerevisiae] >gi_1091232_prf 2020425A TATA 

box-binding protein-associated factor [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301953 

cyk700050733.fl : 

BLASTX 

g2226329 

274 

2.0e-24 

71 

72 

(AF001634) physical 



impedance induced 



protein [Zea mays] 



Seq. No. 301954 

Seq. ID cyk700050743.fl 

Method BLASTX 

NCBI GI g38'68853 

BLAST score 186 

E value 5.0e-14 

Match length 47 

% identity 68 

NCBI Description (AB013853) GPI-anchored protein [Vigna radiata] 

Seq. No. . 301955 

Seq. ID cyk700050750.fl 

Method BLASTN 

NCBI GI gll85553 

BLAST score 188 

E value 1.0e-101 

Match length 287 

% identity 99 

NCBI Description Zea mays glyceraldehyde-3-phosphate dehydrogenase (gpc2) 



gene, complete cds 



Seq. No. 301956 

Seq. ID cyk700050754.fl 

Method BLASTX 

NCBI GI gl667389 



42594 



BLAST score 403. * 

E value. . 1.0e-39 

Match length 94 

% identity 87 

NCBI Description (Y09238) 3-hydroxy-3-methylglutaryl coenzyme A reductase 
[Zea mays] 

Seq. No. 301957 

Seq. ID cyk700050762.fl 

Method BLASTX 

NCBI GI gl277236 

BLAST score 228 

E value 3.0e-19 

Match length 56 

% identity 75 

NCBI Description (U52430) Secl3p [Pichia pastoris] 

Seq. No. 301958 

Seq. ID cyk700050787.fl 

Method BLASTX 

NCBI GI g3885968 

BLAST score 307 

E value 2.0e-28 

Match length 72 

% identity 83 

NCBI Description (AF100985) phosphopyruvate hydratase [Penaeus monodon] 

Seq. No. 301959 

Seq. ID. cyk700050801.fl 

Method BLASTX 

NCBI GI g2129552 

BLAST score 256 

E value 2.0e-22 

Match length 76 

% identity 64 

NCBI Description calcium-dependent protein kinase 19 - Arabidopsis thaliana 
(fragment) ' * 

Seq. No. 301960 

Seq. ID cyk700050833.fl 

Method BLASTX 

NCBI GI g417578 

BLAST score 287 

E value 4.0e-26 

Match length 57 

% identity 91 



NCBI Description RAS-RELATED PROTEIN RAC1 >gi_345368_pir A45324 ras-related 

GTP-binding protein - Caenorhabditis elegans 
>gi_6829_emb_CAA48506_ (X68492) small ras-related protein 
[Caenorhabditis elegans] >gi_156424 (L03711) racl protein 
[Caenorhabditis elegans] >gi_156426 (L04287) racl protein 
[Caenorhabditis elegans] 



Seq. No. 301961 

Seq. ID cyk700050885.fl 

Method BLASTN 

NCBI GI g4115614 



42595 



BLAST score 


61 




E value. 


8.0e-26 




Match length 


250 




% identity 


* 86 




NCBI Description 


Zea mays 


mRNA for 




complete 


cds 



root cap-specific glycine-rich protein, 





Seq. No. 


301962 




Seq. ID 


cyk700050896. f 1 




Method- 


BLASTN 




NCBI GI 


g3294466 




BLAST score 


106 




E value 


8.0e-53 




Match length 


210 




% identity 


89 




NCBI Description 


Zea mays phosphoglucomutase 




Seq. No. 


301963 




Seq. ID 


cyk700050923. f 1 




Method 


BLASTX 




NCBI GI 


gl706956 




BLAST score 


442 




E value 


3.0e-44 


aJJj 


Match length 


90 




% identity 


91 


O 
Lb 


NCBI Description 


(U58283) cellulose synthase 


rri 


Seq. No. 


301964 


T=? - 


Seq. ID 


cyk700050989.fl 




Method 


BLASTX 




NCBI GI 


gl723440 




BLAST score 


189 


M 


E value 


4.0e-19 




Match length 


89 


s"""i 


% identity 


54 


a— z 


NCBI Description 


HYPOTHETICAL 35.9 KD PROTEIN 


D 




>gi_1204230_emb_CAA93579_ (Zi 






[Schizosaccharomyces pombe] 




Seq. No. 


301965 




Seq. ID 


cyk700051004.fl 




Method 


BLASTX 




NCBI GI 


gl255728 




BLAST score 


249 




E value 


1.0e-21 




Match length 


94 




% identity 


49 




NCBI Description 


(U33265) complement fixation 



1 mRNA, complete cds 



>gi_1256769 (U51271) complement -fixation antigen 
[Coccidioides immitis] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301966 . 

cyk700051023.fl 

BLASTX 

gll70092 

327 

9.0e-31 



42596 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 : 
88 

GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (CLASS PHI) 

>gi_1076807_pir S52037 glutathione transferase (EC 

2.5.1.18) 27K chain - maize >gi_529015 (U12679) glutathione 
S-transferase IV [Zea mays] >gi_695789_emb_CAA56047_ 
(X79515) glutathione transferase [Zea mays] 

>gi_1094866_prf 2106424A glutathione 

S-transferase :ISOTYPE=IV [Zea mays] 

301967 

cyk700051056.fl 

BLASTX 

g3695403 

188 

2.0e-14 

51 

82 

(AF096373) contains similarity to the pfkB family, of 
carbohydrate kinases (Pfam: PF00294, E=1.6e-75) 
[Arabidopsis thaliana] >gi_4538 955_emb_CAB39779. 1_ 
(AL04 9488) f ructokinase-like protein [Arabidopsis thaliana] 





301968 


Seq. ID 


cyk700051060.fl 


Method 


BLASTX 


NCBI GI 


g4006920 


BLAST score 


223 


E value 


2.0e-18 


Match length 


62 


% identity 


69 


NCBI Description 


(Z99708) actin interacting protein 


Seq. No. 


301969 


Seq. ID 


cyk700051"071.fl 


Method 


BLASTX 


NCBI GI 


g4204259 


BLAST score 


167 


E value 


6.0e-12 


Match length 


90 


% identity 


39 


NCBI Description 


(AC005223) 18074 [Arabidopsis thai: 


Seq. No. 


301970 . 


Seq. ID 


cyk700051096.fl 


Method 


BLASTX 


NCBI GI 


gl621465 


BLAST score 


354 


E value 


8.0e-34 


Match length 


70 


% identity 


87 


NCBI Description 


(U73105) laccase [Liriodendron tul: 


Seq. No. 


301971 


Seq. ID 


cyk700051130.fl 


Method 


BLASTX 


NCBI GI 


gll72836 



42597 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301 

-l.Oe-27 

65 

86 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_4 96272 (L16787) 
small ras-related protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301972 

cyk700051155.fl 

BLASTX 

g4588012 

235 

2.0e-20 

101 

46 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 





Seq. No. 


301973 




Seq. ID 


cyk700051203.fl 




Method 


BLASTX 




NCBI GI 


g3292826 




BLAST score 


377 




E value 


2.0e-36 




Match length 


95 




% identity 


72 




NCBI Description 


(AL031018) hypothetical 




Seq. No. 


301974 




Seq. ID 


cyk700051224.fl 




Method 


BLASTX 


L—i 


NCBI GI 


gl346485 


t' '"" 


BLAST score 


253 




E value 


5.0e-22 




Match length 


55 




% identity 


89 




NCBI Description 


MALATE OXIDOREDUCTASE (1 



IC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_20469_emb_CAA39690_ (X56233) 
malic enzyme [Populus balsamifera subsp. trichocarpa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301975 

cyk700051225.fl 

BLASTX 

g2252830 

383 

3.0e-37 

101 

81 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301976 

cyk700051236.fl 

BLASTX 

g2344899 

194 

3.0e-18 



42598 



Match length 

% Identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
52 

(AC002388) unknown protein [Arabidopsis thaliana] 
301977 

cyk700051237.fl 

BLASTX 

g4406766 

226 

5.0e-19 

82 

49 

(AC006836) putative flavonol sulfotransf erase [Arabidopsis 
thaliana] 



Seq. No. 


301978 


Seq. ID 


cyk700051250.fl 


Method 


BLASTX 


NCBI GI 


g3258570 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


38 


% identity 


68 


NCBI Description 


(U89959) Unknown protein 


Seq. No. 


301979 


Seq. ID 


cyk700051256.fl 


Method 


BLASTN 


NCBI GI 


g22312 


BLAST score 


179 


E value 


3.0e-96 


Match length 


206 


% identity 


98 


NCBI Description 


Maize ABA-inducible gene 




abscisic acid) 


Seq. No. 


301980 


Seq. ID 


cyk70005i271.fl 


Method 


BLASTX 


NCBI GI 


g3293031 


BLAST score 


377 


E- value 


1.0e-36 


Match length 


89 


% identity 


72 


NCBI Description 


(AJ007574) amino acid ca] 


Seq. No. 


301981 


Seq. ID 


cyk700051295.fl 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


219 


E value 


4.0e-18 


Match length 


68 


% identity 


59 



( ABA = 



NCBI Description 



(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



42599 



y 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
'NCBI Description 



301982 

cyk700051321.fl 

BLASTX 

g3445397 

179 

1.0e-13 

67 

42 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 
301983 

cyk700051334.fl 

BLASTX 

gl22772 

149 

6.0e-10 

44 

59 

TRANSCRIPTION FACTOR HBP-1B >gi_100809_pir S15347 

transcription factor HBP-lb - wheat >gi_21635_emb_CAA40102_ 
(X56782) HBP-lb [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301984 

cyk700051341.fl 

BLASTX 

g2501024 

196 

2.0e-15 

42 

81 

PROBABLE LYSYL-TRNA SYNTHETASE (LYSINE — TRNA LIGASE) 
(LYSRS) >gi_1086773 (U41105) coded for by C. elegans cDNA 
ykl24dll.3; coded for by C. elegans cDNA yk48a4.3; coded 
for by C. elegans cDNA ykl24dll.5; coded for by C. elegans 
cDNA cm7h5; coded for by C. elegans cDNA cm7al0; similar 
to class II aminoacyl-tRNA sy 

301985 

cyk700051379.fl 

BLASTX 

g3859548 

225 

1.0e-18 

49 

84 

(AF097182) protein phosphatase 2A catalytic subunit [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301986 

cyk700051414.fl 

BLASTX 

g3335359 

227 

5.0e-19 

61 

66 



42600 



NCBI Description 



(AC003028) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301987 

cyk700051439.fl 

BLASTX 

g3451075 

208 

7.0e-17 

85 
40 

(AL031326) putative protein 



[Arabidopsis thaliana] 



301988 

cyk700051460.fl 

BLASTX 

g4587987 

239 

1.0e-20 

78 
56 

(AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 

301989 

cyk700051516.fl 

BLASTX 

g461532 

346 

4.0e-35* 

80 

89 

ADP-RIBOSYLATION FACTOR >gi_1362500_pir D4 9993 

ADP-ribosylation factor - Ajellomyces capsulata >gi_407693 
(L25117) ADP-ribosylation factor [Histoplasma capsulatum] 

301990 

cyk700051517.fl 

BLASTX 

g4371280 

383 

3.0e-37 

101 

76 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
301991 

cyk700051610.fl 

BLASTX 

g2582381 

318 

1.0e-29 

87. . 
72 

(AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 



Seq. No. 



301992 



42601 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cyk700051640,fl 

BLASTN 

gl69818 

98 

5,0e-48 

138 

93 

Rice 25S ribosomal RNA gene 
301993 

cyk700051658.fl 

BLASTX 

g730461 

216 

1.0e-17 

56 

68 

40S RIBOSOMAL PROTEIN YS29A >gi_626904_pir S48503 

ribosomal protein S29.e.A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_287628_dbj_BAA03507_ (D14676) ribosomal 
protein YS29 [Saccharomyces cerevisiae] >gi_625108 (U19729) 
Ylr388wp [Saccharomyces cerevisiae] 



Seq. No. 


301994 


Seq. ID 


cyk700051718.fl 


Method 


BLASTX 


NCBI GI 


g3876501 


BLAST score 


178 


E value 


3.0e-13 


Match length 


75 


% identity 


39 


NCBI Description 


(Z92784) F31C3.5 [Caenorhabdit; 


Seq. No. 


301995 


Seq. ID 


cyk700051732.fl 


Method 


BLASTX 


NCBI GI 


g3334140 


BLAST score 


315 


E value 


7.0e-30 


Match length 


92 


% identity 


74 


NCBI Description 


CENTROMERE /MICROTUBULE BINDING 



(CENTROMERE-BINDING FACTOR 5)* (NUCLEOLAR PROTEIN CBF5) 
>gi_2737888 (U59148) nucleolar protein AnCbfSp [Emericella 
nidulans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301996 

cyk700051764.fl 

BLASTX 

gl237250 

141 

3.0e-09 

36 

64 

(X96784 ) cytochrome 



P450 [Nicotiana tabacum] 



Seq. No. 



301997 



42602 



Seq. ID 


cyk700051768.fl . 


Method 


BLASTX 


MPT3T CT 




BLAST score 


179 


E value 


2.0e-13 


Match length 


77 


% identity 


52 


NCBI Description 


(AF004556) IFA-binding protein [Arabidopsis thaliana] 


Seq. No. 


301998 


Seq. ID 


cyk70.0051804.fl 


Method 


BLASTX 


NCBI GI 


g3236261 


BLAST score 


192 


E value 


7.0e-15 


Match length 


63 


% identity 


60 


NCBI Description 


(AC004684) putative zinc finger protein [Arabidopsis 




thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
.E value 
Match length 
% identity 
NCBI Description 



301999 

cyk700051808.fl 

BLASTN 

g3386564 

35 

2.0e-10 

35 

100 

Sorghum bicolor 1-aminocyclopropane-l-carboxylate oxidase 
(ACOl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302000 

cyk700051834.fl 

BLASTX 

g3559805 

295 

5.0e-27 

69 , 
70 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302001 

cyk700051842.fl 

BLASTX 

gl402902 

206 

1.0e-16 

85 

46 

(X98323) peroxidase [Arabidopsis thaliana] 
>gi_1419386_emb_CAA67428_ (X98928) peroxidase ATPlOa 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



302002 

cyk700051849.fl 
BLASTX 



42603 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID " 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2980793 
280 

3.0e-25 

97 "V- 
57 

(AL022197) putative protein [Arabidopsis thaliana] 
302003 

cyk700051863.fl 

BLASTN 

g3746898 

38 

4.0e-12 

62 

90 

Neurospora crassa clock-controlled gene-6 protein (ccg-6) 
gene, complete cds 

302004 

cyk700051872.fl - 

BLASTX 

g3451071 

383 ■ . 

3.0e-37 

96 

78 

(AL031326) beta adaptin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302005 

cyk700051885.fl 

BLASTX 

g3420801 

324 

2.0e-30 

90 

66 

(AF081066) IAA-amino acid hydrolase homolog ILL3 
[Arabidopsis thaliana] 

302006 

cyk700051887.fl 

BLASTX 

g2979544 

181 

6.0e-24 

82 

68 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302007 

cyk700051888.fl 

BLASTN 

g473602 

77 

2.0e-35 
173 



42604 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

Zea mays W-22 histone H2A mRNA, complete cds 
302008 

cyk700051902.fl 

BLASTX 

g3355480 

154 

2.0e-10 

88 

35 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302009 

cyk700051916.fl 

BLASTX 

g730464 

196 

3.0e-15 

55 

69 

40S RIBOSOMAL PROTEIN RS16 HOMOLOG (RP61R HOMOLOG) 

>gi_2119075jpir S67619 ribosomal protein S16.e.B - yeast 

(Saccharomyces cerevisiae) >gi_606441_emb_CAA87357_ 
(Z47071) putative ribosomal protein [Saccharomyces 
cerevisiae] >gi_1431106_emb_CAA9864 9_ (Z74131) ORF YDL083c 
[Saccharomyces cerevisiae] 

302010 

cyk700051948.fl 

BLASTN 

gl617324 

37 

6.0e-12 

69 

88 

H.vulgare mRNA for myb4 transcription factor 
302011 

cyk700051969.fl 

BLASTX 

gll9136 

485 

3.0e-49 

99 

92 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_84 94 6_j>ir S01193 translation elongation factor eEF-1 

alpha chain (gene F2) - fruit fly (Drosophila melanogaster) 
>gi_7917_emb_CAA29994_ (X06870) EF-l-alpha [Drosophila 
melanogaster] 

302012 

cyk700051980.fl 

BLASTX 

g4510361 



42605 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



245 

3.0e-21 / 

77 

65 

(AC007017) putative DNA-binding protein RAV2 [Arabidopsis 
thaliana] 

302013 

cyk700052047.fl 

BLASTX 

g4388728 

153 

3.0e-10' 

59 

58 

(AC006413) putative grrl-like protein [Arabidopsis 
thaliana] 

302014 

cyk700052061.fl 

BLASTX 

gl617398 

163 

2.0e-ll 

84 

40 

(X96737) synaptobrevin-like protein [Mus musculus] 
302015 

cyk700052119.fl 

BLASTN 

g726477 

46 

7.0e-17 

74 

91 

Avena fatua nondormancy-associated clone AFN3 putative ORF1 
mRNA, partial cds 

302016 

cyk700052143.fl 

BLASTX 

g2129754 

161 

3.0e-ll 

33 

91 

translation elongation factor Tu precursor 
thaliana >gi_1149571_emb_CAA61511_ (X89227) 
elongation factor Tu [Arabidopsis thaliana] 



■ Arabidopsis 
mitochondrial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



302017 

cyk700052148.fl 

BLASTX 

g4454012 

156 

1.0e-10 



42606 



Match length 

% .identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 . 

57 " ' ' 

(AL035396) Pollen-specific protein precursor like 

[Arabidopsis thaliana] 

302018 

cyk700052158.fl 

BLASTX 

gl002796 

228 

5.0e-19 

49 

82 

(U33915) CpmlO [Craterostigma plantagineum] 
302019 

cyk700052174.fl 

BLASTX 

g543752 

153 

2.0e-16 

72 

68 

1 -AMI NOCYCLOPRO PANE- 1-CARBOXYLATE OXIDASE- (ACC OXIDASE) 

(ETHYLENE- FORMING ENZYME) (EFE) >gi_281612_pir JQ1656 

ethylene-forming enzyme - Pseudomonas syringae pv. 
phaseolicola plasmid pPSPl >gi_216878_dbj_BAA02477_ 
(D13182) 'Ethylene-forming enzyme' [Pseudomonas syringae] 
>gi_4323597_gb_AAD16440_ (AF101058) ethylene-forming enzyme 
[Pseudomonas syringae pv. phaseolicola] 

302020 

cyk700052213.fl 

BLASTX 

gl346735 

273 

3.0e-24 

73 

67 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_1076562_pir S49647 phosphoglycerate mutase (EC 

5.4.2.1) - castor bean >gi_474170_emb_CAA4 9995_ (X70652) 
phosphoglycerate mutase [Ricinus communis] 

302021 

cyk700052230.fl 

BLASTX 

g399334 

199 

5.0e-16 

51 

84 

CYSTATIN I PRECURSOR (CORN KERNEL CYSTEINE PROTEINASE 

INHIBITOR) >gi_322868_pir S27239 cysteine proteinase 

inhibitor - maize >gi_217962_dbj_BAA01472_ (D10622) corn 
cystatin I [Zea'mays] 



42607 



Seq. No. 


302022 


Seq. ID 


cyk700052253.fl 




RT.A^TX 


NCBI GI 


g2245039 


BLAST score 


146 


E value 


2.0e-09 


Match length 


59 


% identity 


42 


NCBI Description 


(Z97342) hypothetical protein [Arabidopsis 1 


Seq. No. 


302023 


Seq. ID 


cyk700052335.fl 


Mp1~hnrl 


RT.A^TX 


NCBI GI 


g4104939 


BLAST score 


206 


E value 


2.0e-16 


Match length 


98 


% identity 


41 


NCBI Description 


(AF042382) vetispiradiene synthase [Solanum 


Seq. No. 


302024 


Seq. ID 


cyk700052342.fl 


liCtllUU 


RT.A^TX 

LJ J-LT1.0 J. £\ 


NCBI GI 


g2809250 


BLAST score 


336 


E value 


9.0e-32 


Match length 


92 


% identity 


67 


NCBI Description 


(AC002560) F21B7.19 [Arabidopsis thaliana] 


Seq. No. 


302025 


Seq'. ID 


cyk700052364.fl 


Method 


BLASTX 


NCBI GI 


g4558'828 


BLAST score 


173 


E value 


1.0e-12 


Match length 


76 


% identity 


45 


NCBI Description 


(AF076692) aureobasidin-resistance protein; 




Aurl [Aspergillus fumigatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302026 

cyk700052387.fl 

BLASTN 

g6598431 

36 

7.0e-ll 

68 

88 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302027 

cyk700052459.fl 

BLASTX 

g4321762 



42608 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI. 
BLAST score 
E value 



258 

5.0e-24 

68 

85 

(AF061107) transcription factor MYC7E [Zea mays] 



302028 

cyk700052470.fl 

BLASTX 

g!546692 

149 

3.0e-14 

77 

57 

(X98805) peroxidase ATP19a 



[Arabidopsis thaliana] 



302029 

cyk700052476.fl 
BLASTX 

g2493935 ^ -V 

249 

2.0e-21 

92 : *>. ' 

47 

CYTOCHROME B >gi_542522_pir S40619 ubiquinol — cytochrome-c 

reductase (EC 1.10.2.2) cytochrome b - migratory locust 
mitochondrion (SGC4) >gi_1182025_emb_CAA56537_ (X80245) 
Cytochrome B [ Locus ta migratoria] 

302030 

cyk700052483.fl 

BLASTX 

g2943792 

330 

5.0e-31 

98 

56 

(AB006809) PV72 [Cucurbita sp.] 
302031 

cyk700052490.fl 

BLASTX 

gl00347 

170 

3.0e-12 

47 

70 

monosaccharide transport protein MST1 - common tobacco 
>gi_19885_emb_CAA47324_ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 

302032 

dhd700197930.hl 

BLASTX 

g2505874 

197 

2.0e-21 



42609 



Match length 


68 


% identity 


75 


NCBI Description 


(Y12776) putative kinase [Arabidops. 


Seq. No. 


302033 


Seq. ID 


dhd700197969.hl 


Method 


BLASTX 


NCBI GI 


goooliu 


BLAST score 


162 


E value 


1.0e-ll 


Match length - 


38 


% identity 


87 


NCBI Description 


(D31843) plasma membrane H+-ATPase 


Seq. No. 


302034 


Seq. ID 


dhd700197995.hl 


Method 


BLASTX 




go± ooo4 J 


BLAST score 


233 


E value 


6.0e-20 


Match length 


49 


% identity 


90 


NCBI Description 


(AF062393) aquaporin^ [Oryza sativa] 


Seq. No. 


302035 


Seq. ID 


dhd700198003.hl 


Method 


BLASTX 


NCBI GI 


g24 92519 


BLAST score 


263 


E value 


l . ue-zo 


Match length 


63 


% identity 


95 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 7 (; 




7) >gi_1395191_dbj_BAA13021_ (D8612 




subunit [Spinacia oleracea] 


Seq. No. 


302036 


Seq. ID 


dhd700198020.hl 


Method . 


BLASTN 


NCBI GI 


gl498052 


BLAST score 


156 


E value 


1.0e-82 


Match length 


189 


% identity 


95 


NCBI Description 


Zea mays ribosomal protein S8 mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302037 

dhd700198040.hl 

BLASTX 

gl491931 

245 

2.0e-21 

57 
88 

(U52078) kinesin-like protein [Nicotiana tabacum] 



Seq. No. 



302038 



42610 



Seq. ID 


dhd700198046.hl 


Method 


BLASTN 


NCBI GI 


g3885891 


DiiHOi 5COIC 




E value 


1.0e-14 


Match length 


54 


% identity 


94 


NCBI Description 


Oryza sativa photosystem-1 F subunit precursor (PSI-F) 




mRNA, complete cds 


Seq. No. 


302039 


Seq. ID 


dyk700102007.hl 


Method 


BLASTX 


MpDT (IT 
IN \* D J. \J X 


cr4514635 


BLAST score 


191 


E value 


1.0e-14 


Match length 


47 


% identity 


74 


NCBI Description 


(AB021175) root cap protein 1 [Zea mays] 


Seq. No. 


302040 


Seq. ID 


dyk700102021.hl 


Method 


BLASTX 


NCBI GI 


g3913517 


BLAST score 


225 


E value 


1.0e-18 


Match length 


51 . 


% identity 


86 




V (9M S 1 -RT^PHO^PHATR NUCLEOTIDASE 


(3* (2' ) ,5-BISPHOSPHONUCLEOSIDE 3' ( 2 ' ) -PHOSPHOHYDROLASE) 




(DPNPASE) >gi_1109672 (U33283) 3 1 (2 1 ) , 5-diphosphonucleos. 




3 f (2') phosphohydrolase [Oryza sativa] 




>gi_1586671_prf 2204308A diphosphonucleoside 




phosphohydrolase [Oryza sativa] 


Seq. No. 


302041 


Seq. -ID 


dyk700102055.hl 


Method 


BLASTX 


MPRT PT 


y ^ x jvjvj uu 


BLAST score 


322 


E value 


5.0e-30 


Match length 


89 


% identity 


62 


NCBI Description 


(AF000939) aleurone ribonuclease [Hordeum vulgare] 


Seq. No. 


302042 


Seq. ID 


dyk700102086.hl 


Method 


BLASTX 


NCBI GI 


g4530126 


BLAST score 


264 


E value 


3.0e-23 


Match length 


96 


% identity 


50 


NCBI Description 


(AF078082) receptor-like protein kinase homolog RK20-1 




[Phaseolus vulgaris] 



Seq. No. 



302043 



42611 



Seq. ID 

Method 

NCBI GI 

BLAST score ■ 

E value 

Match length 

% identity 

NCBI Description 



dyk700102137.hl 

BLASTX 

g549063 

158 

8.0e-ll 

35 

83 

TRANSLATION ALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor hqmplog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 


302044 


Seq. ID 


dyk700102167.hl 


Method 


BLASTN 


NCBI GI 


g2668741 


BLAST score 


136 


E value 


1.0e-70 


Match length 


148 


% identity 


98 


NCBI Description 


Zea mays glycine-rich RNA ] 




complete cds 


Seq. -No. 


302045 


Seq. ID 


dyk700102170.hl 


Method 


BLASTX 


NCBI GI 


gl091678 


BLAST score 


193 


E value 


8.0e-15 


Match length 


80 


% identity 


42 


NCBI Description 


activator-like transposabl 


Seq. No. 


302046 


Seq. ID 


dyk700102178.hl 


Method 


BLASTX 


NCBI GI 


g!12994 


BLAST score 


319 


E value 


1.0e-29 


Match length 


71 


% identity 


87 


NCBI Description 


GLYCINE-RICH RNA- BINDING, , 



>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi__226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302047 

dyk700102188.hl 

BLASTX 

g4218535- 

233 

1.0e-19 

49 

90 

(AJ010829) GRAB1 protein [Triticum sp.] 



42612 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302048- 

dyk700102210.hl 

BLASTX 

g729775 

359 

2.0e-34 

73 
86 

HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_100264_pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_19492_emb_CAA478 69_ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 



Seq, No. 


302049 


Seq. ID 


dyk700102227.hl 


Method 


BLASTX 


NCBI GI 


g3309066 


BLAST score 


406 


E value 


5.0e-40 


Match length 


78 


% identity 


94 


NCBI Description 


(AF073488) bifunctic 




synthase [Zea mays] 


Seq. No. 


302050 


Seq. ID 


dyk700102231.hl 


Method 


BLASTX 


NCBI GI 


g3953479 


BLAST score 


414 


E value 


7.0e-41 


Match length 


98 


% identity 


81 


NCBI Description 


(AC002328) F2202.24 


Sekj. No. 


302051 


Seq. ID 


dyk700102233.hl 


Method 


BLASTX 


NCBI GI 


g2995321 


BLAST score 


325 


E value 


1.0e-30 


Match length 


93 


% identity - 


72 


NCBI Description 


(Z68759) amino acid 


Seq. No. 


302052 


Seq. ID 


dyk700102243.hl 


Method 


BLASTN 


NCBI GI 


g433039 


BLAST score 


34 


E value 


1.0e-09 


Match length 


34 


% identity 


100 


NCBI Description 


Zea mays W-22 clone 



PREM-1 retroelement PREM-1, partial 



sequence 



42613 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302053 - 

dyk700102313.hl 

BLASTX 

gll2697' 

204 

3.0e-16 

48 

79 

14 KD PROLINE-RICH PROTEIN DC2.15 PRECURSOR 

>gi_486809_pir S35714 proline-rich protein, 

- carrot >gi_18316_emb_CAA33476_ (X15436) 14 
1-137) [Daucus carota] 



14K, embryonic 
kD protein (AA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302054 

dyk700102330.hl 

BLASTN 

g4115614 

192 

1.0e-104 

304 

91 

Zea mays mRNA for root cap-specific glycine-rich protein, 
complete cds " 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302055 

dyk700102332.hl 

BLASTX 

gl402910 

210 

6.0e-17 

61 

59 

(X98316) peroxidase [Arabidopsis thaliana] 

>gi_1429223_emb_CAA67550_ (X99096) peroxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302056 

dyk700102348.hl 

BLASTX 

g4371279 

329 

6.0e-31 

102 

61 

(AC006260) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302057 

dyk700102404.hl 

BLASTX 

g3334661 

222 

2.0e-18 

96 

46 

(Y10490) putative cytochrome P450 [Glycine max] 



Seq. No. 



302058 



42614 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dyk700102406.hl 

BLASTX 

gl353193 

315 

3.0e-29 

91 

62 

O-METHYLTRANSFERASE 
O-methyltransf erase 



ZRP4 (OMT) >gi_542186_pir JQ2268 

(EC 2.1.1.-) maize >gi_404070 



(L14063) O-methyltransferase [Zea mays] 
302059 

dyk700102415.hl 

BLASTX 

g2832661 

383 

4.0e-37 

106 

78 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 

302060 

dyk700102428.hl 

BLASTX 

g4539301 

343 

2.0e-32 

99 

61 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 

302061 

dyk700102481.hl 

BLASTX 

g2914700 

251 

1.0e-21 

68 

79 

(AC003974) tRNA-processing protein SEN3-like [Arabidops 
thaliana] 

-302062 

dyk700102511.hl 

BLASTX 

gll70937 

357 

3.0e-34 

75 

91 

S - ADENOS YLMETH I ON INE SYNTHETASE . 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



42615 



Seq. No. 


302063 


Seq. ID 


dyk700102549.hl 


Method 


BLASTN 


NCBI GI 


g393183 


BLAST score 


y b 


E value 


5.0e-47 


Match length 


100 


% identity 


99 


NCBI Description 


Zea mays alcohol dehydrogenase (tasselseed 2 




complete cds 


Seq- No. 


302064 


Seq. ID 


dyk700102582.hl 


Method 


BLASTN 


vipnT /**T 

NCBI (jI 


g JoZ 1 / oil 


BLAST score 


38 


E value 


3.0e-12 


Match length 


38 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


302065 


Seq. ID 


dyk700102621.hl 


Method 


BLASTX 


NCBI GI 


gool0z4 3 


BLAST score 


312 


E value 


7.0e-29 


Match length 


73 


% identity 


68 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thai. 


Seq. No. 


302066 


Seq. ID 


dyk700102668.hl 


Method 


BLASTX 


NCBI GI 


qZo / Jyi4 


BLAST score 


224 


E value 


2.0e-18 


Match length 


105 


% identity 


43 


NCBI Description 


(AC002561) hypothetical protein [Arabidopsis 


Seq. No. 


302067 


Seq. ID 


dyk700102670.hl 


Method 


BLASTN 


NCBI GI 


g2668739 


DhRbL score 


I/O 


E value 


8.0e-94 


Match length 


233 


% identity 


94 


NCBI Description 


Zea mays translation initiation factor G0S2 




complete cds 


Seq. No. 


302068 


Seq. ID 


dyk700102703.hl 


Method 


BLASTN 


NCBI GI 


g6598558 


BLAST score 


36 



mRNA, 



(TIF) mRNA, 



42616 



. E value 
Match length 
% identity 
NCBI Description 



7.0e-ll 

68 

88 

Arabidopsis thaliana chromosome II BAG T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


302069 


Seq. ID 


dyk700102725.hl 


Method : 


BLASTX 


NCBI GI 


g3482921 


BLAST score 


219 


E value 


5.0e-18 


Match length 


80 


% identity 


55 


NCBI Description 


(ACUUjy /U) unJcnown ] 


Seq. No. 


302070 


Seq. ID 


dyk700102734.hl 


Method 


BLASTX 


NCBI GI 


g4530126 


BLAST score 


223 


E value 


1.0e-18 


Match length 


75 


% identity 


60 


NCBI Description 


(AF078082) receptor 




[Phaseolus vulgaris 


Seq. No. 


302071 . 


Seq. ID 


dyk700102740.hl 


Method 


BLASTX 


NCBI GI 


g3355465 


BLAST score 


350 


E value 


2.0e-33 


Match length 


95 


% identity 


' 65 


NCBI Description 


(AC004218) putative 




thaliana] 


Seq. No. 


302072 


Seq. ID 


dyk700102743.hl 


Method 


BLASTX 


NCBI GI 


gl754997 


BLAST score. 


325 


E value 


2.0e-30 


Match length 


80 


% identity 


85 


NCBI Description 


(U48690) calmodulin 


Seq. No. 


302073 


Seq. ID 


dyk700102751.hl 


Method 


BLASTN 


NCBI GI 


g2224845 


BLAST score 


38 


E value 


5.0e-12 


Match length 


50 


% identity 


94 



NCBI Description . Zea mays mRNA for anionic peroxidase 



42617 



Seq. No. 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302074 

dyk700102753.hl 

BLASTX 

g2129733 

231 

5.0e-21 

75 

72 

serine O-acetyltransf erase (EC 2.3.1.30) 
Arabidopsis thaliana >gi_1184048 (U22964) 
acetyltransferase [Arabidopsis thaliana] 



SAT1 precursor - 
serine 





Seq. No. 


302075 




Seq. ID 


dyJc / uuiuz / yo. ni 




Method 


BLASTX 




NCBI GI 


g2809246 




BLAST score 


222 




E value 


2.0e-18 


jj E 


Match length 


68 


•S 


% identity 


60 


~~~ 
: 


NCBI Description 


(AC002560) F2401.15 [Arabidopsis thaliana] 




Seq. No. 


302076 




Seq. ID 


dyk700102802.hl 


eh 


Method 


BLASTX 


H 3 


NCBI GI 


g2160167 


01 


BLAST score 


267 




E value 


2.0e-37 


£ 

5 1 1 ; 


Match length 


102 




% identity 


81 


\ : 


NCBI Description 


(AC000132) Identical to A. thaliana Myb-like 


M 5 




(gb_D58424). [Arabidopsis thaliana] 




Seq. No. 


302077 


D 


Seq. ID 


dyk700102820.hl 


: : 


Method 


BLASTX 




NCBI GI 


gll81331 




BLAST score 


223 




E value 


2.0e-18 




Match length 


74 




% identity 


59 




NCBI Description 


(X77569) calnexin [Zea mays] 



Seq. No. 302078 

Seq. ID dyk700102828.hl 

Method BLASTX 

NCBI GI g4220514 

BLAST score 391 

E value 3.0e-38 

Match length 92 

% identity 79 

NCBI Description . (AL035356) putative protein [Arabidopsis thaliana} 

Seq. No. 302079 

Seq. ID dyk700102876.hl 

Method BLASTX . 



42618 



NCBI GI 

BLAST score 

E value 

Match length 

$ identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4510376 
233 

1.0e-19 

81 
56 

(AC007017) unknown protein [Arabidopsis thaliana] 
302080 

dyk700102915.hl 

BLASTX 

g417828 

205 

2.0e-16 

69 

62 

PROTEIN TRANSLATION FACTOR SUI1 >gi_320775_pir S31245 

translation initiation factor eIF-2A - yeast (Saccharomyces 
cerevisiae) >gi_172787 (M77514) SUI1 protein [Saccharomyces 
cerevisiae] >gi_1255973_emb_CAA654 99_ (X96722) ORF N0905 
[Saccharomyces cerevisiae] >gi_1302282_emb_CAA96150_ 
(Z71520) ORF YNL244c [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302081 

dyk700102919.hl 
BLAST N 
g557681 
59 

1.0e-24 

63 

98 

Z.mays mRNA for ribosomal protein S28 
302082 

dyk700102931.hl 

BLASTX 

g3043415 

365 

4.0e-35 

70 

99 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 
302083 

dyk700102947.hl 

BLASTX 

g4376203 

251 

9.0e-22 

79 

59 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbaginifolia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302084 

dyk700103083.hl 

BLASTX 

g3 02 45 00 . 



42619 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



310 

1.0e-28 

68 

90 

RAS- RELATED PROTEIN RAB11A >gi_1370142_emb_CAA98177_ 
(Z73949) RAB11A [Lotus japonicus] 

302085 

dyk700103093.hl 

BLASTX 

g4584345 

380 

8.0e-37 

102 

70 

(AC007127) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

302086 

dyk700103094.hl 

BLASTX 

g4467097 

368 

2.0e-35 

82 

89 

(AL035538) heat shock protein 70 like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



302087 

dyk700103104.hl 

BLASTX 

g3695019 

303 

8.0e-28 

89 

62 

(AF055848) subtilisin-like protease 



[Arabidopsis thaliana] 



302088 

dyk700103145.hl . 

BLASTX 

gl22007 

160 

4.0e-ll 

34 

94 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) . H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

302089 

dyk700103188.hl 

BLASTX 

g3954807 

312 

7.0e-29 



42620 



Match length 


90 . 


% identity 


60 


NCBI Description 


(AJ011862) flavonoid 3 V, 5 ■ -hydroxylase [Catharanthus 




roseus] 


Seq. No. 


302090 


Seq. ID 


dyk700103236.hl 


Method 


BLASTX 


NCBI GI 


g2 2 4 64 4 2 


BLAST score 


224 


E value 


1.0e-18 


Match length 


93 


% identity 


44 


NCBI Description 


(U63298) farnesyltransferase alpha subunit [Pisum sativum] 


Seq. No. 


302091 


Seq. ID 


dyk700103257.hl 


Method 


BLASTX 


NCBI GI 


g3355308 


BLAST score 


236 


E value 


5.0e-20 


Match length 


91 


% identity 


54 


NCBI Description 


(AJ009695) wall-associated kinase 4 [Arabidopsis thaliana] 


Seq. No. 


302092 


Seq. ID 


dyk700103272..hl 


Method 


BLASTX 


NCBI GI 


g2459445 


BLAST score 


145 


E value 


3.0e-09 


Match length 


60 


% identity 


53 


NCBI Description 


(AC002332) putative ribonucleoprotein [Arabidopsis 




thaliana] 


Seq. No. 


302093 


Seq. ID 


dyk700103316 i hl 


Method 


BLASTX 


NCBI GI 


g2213594 


BLAST score 


211 


E value 


5.0e-17 


Match length 


53 


% identity 


70 


NCBI Description 


(AC000348) T7N9.14 [Arabidopsis thaliana] 


Seq. No. 


302094 


Seq. ID 


dyk700103336.hl 


Method 


BLASTX 


NCBI GI 


g2384675 


BLAST score 


236 


E value 


2.0e-20 


Match length 


82 


% identity 


72 


NCBI Description 


(AF012659) putative potassium transporter AtKT4p 




[Arabidopsis thaliana] 



42621 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302095 

dyk700103353.hl 

BLASTN 

g498743 

55 

3.0e-22 

245 

46 

O.sativa (var. IR36) 



PIR7a and PIR7b genes 



302096 

dyk700103368.hl 

BLASTX 

g4581164 

183 

1.0e-16 

87 
55 

(AC006220) putative polyprotein 



[Arabidopsis thaliana] 



302097 

dyk700103394.hl 

BLASTX 

g2851508 

245 

4.0e-21 
64 

69., 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 <gb_L38826) . ESTs 

gb_AA395597, gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

302098 

dyk700103406.hl 

BLASTX 

g2244994 

246 

2.0e-21 

63 
76 

(Z97341) similarity to isp4 protein - fission yeast 
[Arabidopsis thaliana] 

302099 

dyk700103414.hl 

BLASTX 

gl00907 

146 

2.0e-09 

34 

74 

pathogenesis-related protein 1 - maize 

>gi_228409j?rf 1803521A pathogenesis-related protein 1 

[Zea mays] 



42622 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302100 

dyk700103442.hl 

BLASTX 

g2058311 

144 

3.0e-09 

42 

62 

(X79566) cinnamoyl-CoA reductase [Eucalyptus gunnii] 
302101 

dyk700103478.hl 

BLASTX 

g3152559 

256 

2.0e-22 

54 

80 

(AC002986) 
F21M12\20, 



Similarity to A. thaliana gene product 
gb_AC000132. EST gb_Z25651 comes from this gene. 



[Arabidopsis thaliana] 



Seq. No. 


302102 


Seq. ID 


dyk700103532.hl 


Method 


BLASTX . 


NCBI GI 


g2286153 


BLAST score ~ 


193 


E value 


3.0e-17 


Match length 


56 


% identity 


93 


NCBI Description 


(AF007581) cytopla: 


Seq. No. 


302103 


Seq. ID 


dyk700103575.hl 


Method 


BLASTX 


NCBI GI 


g2501572 


BLAST score 


189 


E value 


1.0e-14 


Match length 


79 


% identity 


41 


NCBI Description 


LATE EMBRYOGENES I S 


(L47118) EMB8 gene 


Seq. No. 


302104 


Seq. ID 


dyk700103584.hl 


Method 


BLASTX 


NCBI GI 


gll70937 


BLAST score 


222 


E value 


2.0e-18 


Match length 


70 


'% identity 


99 



%: 



ABUNDANT PROTEIN EMB8 >gi_1350545 
product [Picea glauca] 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb__CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 



302105 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dyk700103589.hl 

BLASTX 

gl778145 

299 

2.0e-27 

82 

72 

(U66402) phosphate/phosphoenolpyruvate translocator 
precursor [Nicotiana tabacum] 

302106 

dyk700103632.hl 

BLASTX 

g!172836 

378 

1.0e-36 

71 

97 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_4 96272 (L16787) 
small ras-related protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302107 

dyk700103715.hl 

BLASTN 

g3420038 

35 

3.0e-10 

51 

92 

Zea mays gypsy/Ty3-type retrotransposon Tekay, 
sequence 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302108 

dyk700103723.hl 

BLASTX 

g2827711 

490 

9.0e-50 

100 

91 

(AL021684) oxoglutarate dehydrogenase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



302109 

dyk700103724.hl 

BLASTX 

g2244749 

155 

9.0e-ll 

78 

48 

(Z97335) hydroxymethyltransf erase 
302110 

dyk700103735.hl 

BLASTX 

g2827143 



[Arabidopsis thaliana] 



42624 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID! 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 

1.0e-21 

74 

62 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

302111 

dyk700103772.hl 

BLASTX 

gl657382 

390 

4.0e-38 

87 

85 

(Y09101) cholinephosphate cytidylyltransf erase [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302112 

dyk700103776.hl 

BLASTX 

gl362406 

208 

8.0e-17 

85 

54 

probable membrane protein YPROllc - yeast (Saccharomyces 
cerevisiae) >gi_887588_emb_CAA90155_ (Z49919) unknown 
[Saccharomyces cerevisiae] >gi_939745 (U31900) Lpzllp 
[Saccharomyces cerevisiae] >gi_1314086_emb_CAA95008_ 
(Z71255) unknown [Saccharomyces cerevisiae] 

302113 

dyk700103815.hl 

BLASTX 

g3643611 

199 

1.0e-15 

58 

60 

(AC005395) putative casein kinase [Arabidopsis thaliana] 



Seq. No. 302114 

Seq. ID dyk700103851.hl • 

Method BLASTX 

NCBI GI g4508073 

BLAST score 173 

E value 1.0e-12 

Match length 101 

% identity 39 

NCBI Description (AC005882) 43220 [Arabidopsis thaliana] 

Seq. No. 302115 

Seq. ID dyk700103861.hl 

Method BLASTX 

NCBI GI g3876615 

BLAST score 229 



42625 



E value 
Match length 
% identity 
NCBI Description 



3.0e-19 

93 

49 

(Z74031) Similarity to Yeast D-lactate dehydrogenase 
( SW : DLD1_YEAST ) ; cDNA EST EMBL:C12235 comes from this gene; 
cDNA EST EMBL:C12916 comes from this gene; cDNA EST 
EMBL:C10532 comes from this gene; cDNA EST EMBL:C10979 
comes f iw.. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302116 

dyk700103877.hl 

BLASTX 

gl706260 

362 

8.0e-35 

90 

79 

CYSTEINE PROTEINASE 
cysteine proteinase 



1 PRECURSOR >gi_2118131jpir S59597 

1 precursor - maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays ] ^ 

302117 

dyk700103896.hl 

BLASTX 

gl330254 

388 

7.0e-38 

75 

99 

(D85039) calcium-dependent protein kinase [Zea mays] 
302118 

dyk700103906.hl 

BLASTN 

g22430 

71 

8.0e-32 

134 

89 

Maize pseudo-Gpa2 pseudogene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A 

302119 

dyk700103908.hl 

BLASTN 

g4160401 

157 

4.0e-83 

172 

98 

Zea mays eIF-5 gene, exons 1-2 
302120 

dyk700103946.hl 

BLASTX. 

g4008008 



42626 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149 

7.0e-10 

57 

51 

(AF084035) receptor-like protein kinase [Arabidopsis 
thaliana] 

302121 

dyk700103956.hl 

BLASTX 

g399854 

161 

4.0e-ll 

57 

63 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 

302122 

dyk700103983.hl 

BLASTX 

g3882355 

143 

5.0e-18 

60 

80 

(U92460) 12-oxophytodienoate reductase OPR1 [Arabidopsis 
thaliana] 

302123 

dyk700103988.hl 

BLASTX 

g4371296 

389 

7.0e-38 

100 

75 

(AC006260). putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302124 

dyk700103989.hl 

BLASTX 

gl279206 

310 

1.0e-28 

64 

98 

(X97446) alpha-tubulin [Avena sativa] 
302125 

dyk700103991.hl 

BLASTX 

g2160156 

364 

5.0e-35 
104 
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% identity 


71 


NCBI Description 


(AC000132) Strong similarity to S. pombe leuc; 




synthetase (gb Z73100) . [Arabidopsis thaliana 


Seq. No. 


302126 


Seq. ID 


dyk700104013.hl 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


201 


E value 


6.0e-16 


Match length 


97 


% identity 


36 


NCBI Description 


(AC005882) 43220 [Arabidopsis thaliana] 


Seq. No. 


302127 


Seq. ID 


dyk700104071.hl 


Method 


BLASTX 


NCBI GI 


gll72836 


BLAST score 


432 


E value 


6.0e-43 


Match length 


81 


% identity 


98 


NCBI Description 


GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi__496272 




small ras-related protein [Nicotiana tabacum] 


Seq. No. 


302128 


Seq. ID 


dyk700104115.hl 


Method 


BLASTX 


NCBI GI 


g4204697 


BLAST score 


238 


E value 


5.0e-21 


Match length 


93 


% identity 


55 


NCBI Description 


(AF117063) putative inositol polyphosphate 5-] 




At5P2 [Arabidopsis thaliana] 


Seq. No. 


302129 


Seq. ID 


dyk700104327.hl 


Method 


BLASTX 


NCBI GI 


gl705585 


BLAST score 


359 


E value 


2.0e-34 


Match length 


82 



(L16787) 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



85 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) 

>gi_82710_pir JH0667 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) C3-form - maize >gi_429149_emb_CAA43709_ (X61489) 
phosphoenolpyruvate carboxylase [Zea mays] 

302130 

dyk700104345..hl 

BLASTX 

g2738996 

198 

2.0e-17 

86 

52 



42628 



NCBI Description 



(AF022457) CYP97B2p [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302131 

dyk700104350.hl 

BLASTX 

gl706260 

253 

4.0e-41 

100 

98 

CYSTEINE PROTEINASE 
cysteine proteinase 



1 PRECURSOR >gi_2118131_pir S59597 

1 precursor - maize 
>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 



302132 

dyk700104373.hl 

BLASTX 

gl22106 

203 

9.0e-28 

69 

85 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 

302133 

dyk700104442.hl 

BLASTX 

g2459446 

234 

8.0e-20 

89 

52 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

302134 

dyk700104452.hl 

BLASTX 

g2894598 

220 

4.0e-18 
99 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

(AL021889) putative protein [Arabidopsis thaliana] 
302135 

dyk700104502.hl 

BLASTN 

g397395 

193 

1.0e-104 

193 

100 

Z.mays MNBlb mRNA for DNA-binding protein 
302136 

dyk700104509.hl 

BLASTX 

g3386600 

453 

2.0e-45 

102 

83 

(AC004665) putative glycoprotein [Arabidopsis thaliana] 



302137 

dyk700104522.hl 

BLASTN 

g2226328 

49 

1.0e-18 

61 

95 

Zea mays physical impedance induced protein 
complete cds 



(IIG1) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



302138 

dyk700104649.hl 

BLASTX 

g2924777 

217 

2.0e-24 

104 

10 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 

302139 

dyk700104657.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
302140 

dyk700104663.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g584706 

354 

3.0e-37 

86 

80 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 

302141 

dyk700104711.hl 

BLASTX 

g3618220 

298 

3.0e-27 

68 

81 

(AL031579) chorismate synthase [Schizosaccharomyces pombe] 
302142 

dyk700104721.hl 

BLASTN 

g312178 

60 

4.0e-25 

92 

91 

2. mays GapC2 gene 
302143 

dyk700104764.hl 

BLASTN 

g786131 

78 

7.0e-36 

137 

90 

Oryza sativa root-specific RCc3 mRNA, complete cds 
302144 

dyk700104785.hl 

BLASTX 

g2578033 

204 

3.0e-16 

77 

51 

(X97016) omega-6 desaturase [Gossypium hirsutum] 
302145 

dyk700104812.hl 

BLASTX 

gl076289 

247 

6.0e-24 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ^ Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
62 

amino acid permease AAP5 - Arabidopsis thaliana 
>gi_608673_emb_CAA54 632_ (X77501) amino acid permease 
[Arabidopsis thaliana] 

302146 

dyk700104829.hl 

BLASTX 

g4490306 

201 

7.0e-16 

102 

48 

(AL035678) putative protein [Arabidopsis thaliana] 
302147 

dyk700104836.hl 

BLASTX 

g4063750 

175 

1.0e-12 

46 

63 

(AC005851) putative indole-3-acetate 

beta-glucosyltransferase synthetase [Arabidopsis thaliana] 
302148 

dyk700104903.hl 

BLASTX 

g2570505 

430 

1.0e-42 

95 

92 

(AF022735) proteasome component [Oryza sativa] 

302149 " 

dyk700104937.hl 

BLASTX 

g4468813 

145 

2.0e-09 

51 

53 

(AL035601) putative protein [Arabidopsis thaliana] 
302150 

dyk700104942.hl 

BLASTN 

g!063665 

189 

1.0e-102 

239 

95 

Zea mays unknown protein mRNA, complete cds 



42632 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq'. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302151 

dyk700104960.hl 

BLASTN 

g2331140 

33 

5.0e-09 

45 

93 

Oryza sativa water-stress inducible -protein 
complete cds 



(WSI) mRNA, 



302152 

dyk700104967.hl 

BLASTX 

g4559358 

199 

1.0e-15 

50 

70 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 

302153 

dyk700104982.hl 

BLASTX 

g4263777 

469 

3.0e-47 

113 

73 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi_4510391_gb_AAD21479. 1_ (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 

302154 

dyk700105046.hl 

BLASTX 

g4558591 

230 

3.0e-19 

70 

60 

(AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

302155 

dyk700105060.hl 

BLASTX 

g2062169 

188 

2.0e-22 

75 

68 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 



302156 



42633 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dyk700105068.hl 

BLASTX 

g2388571 

219 

5.0e-18 

87 

54 

(AC000098) Strong similarity to Arabidopsis peroxidase 
ATPER0X7A (gb_X98321) . "[Arabidopsis thaliana] >gi_2738254 
(U97684) peroxidase precursor [Arabidopsis thaliana] 

302157 

dyk700105088.hl 

BLASTX 

g2827548 

183 

9.0e-14 

101 

40 

(AL021635) cytochrome P450 - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302158 

dyk700105089.hl 

BLASTX 

g3810596 

234 

9.0e-20 

63 

68 

(AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302159 

dyk700105135.hl 
BLASTX 

g2464915 ,; 
266 

1.0e-23 

87 

68 

(Z99708) transcription initiation factor like protein 
[Arabidopsis thaliana] 

302160 

dyk700105142.hl 

BLASTX 

g4519671 

178 

3.0e-13 

63 

56 

(AB017693) transfactor [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



302161 

dyk700105144.hl 
BLASTX 



42634 



MppT (IT 




BLAST score 


196 


E value 


2.0e-15 


Match length . 


67 


% identity 


57 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana 


Seq. No. 


302162 


Seq. ID 


dyk700105172.hl 


Method 


BLASTX 


MpDT (IT 




BLAST score 


344 


E value 


9.0e-33 


Match length 


89 


% identity 


71 


NCBI Description 


(U49077) IAA21 [Arabidopsis thaliana] 


Seq. No. 


302163 


Seq. ID 


dyk700105185.hl 


Method 


BLASTX 


IN ^ 13 J. oJL 




BLAST score 


200 


E value 


7.0e-16 


Match length 


69 


% identity 


52 


NCBI Description 


(AC005167) unknown protein [Arabidopsis thaliana] 


Seq. No. 


302164 


Seq. ID 


dyk700105243.hl 


Method 


BLASTX 






BLAST score 


147 


E value 


1.0e-09 


Match length 


42 


% identity 


64 


NCBI Description 


(AL035394) phosphatase like protein [Arabidopsis 


Seq. No. 


302165 


Seq. ID 


dyk700105250.hl 


Method 


BLASTX 


MPDT (IT 




BLAST score 


296 


E value 


4.0e-27 


Match length 


82 


% identity 


63 


NCBI Description 


(AB016895) Pop3 [Schizosaccharomyces pombe] 


Seq. No. 


302166 


Seq. ID 


dyk700105273.hl 


Method 


BLASTX 


NCBI GI 


g2982452 


BLAST score 


239 


E value 


2.0e-20 


Match length 


74 


% identity 


22 


NCBI Description 


(AL022223) receptor protein kinase-like protein 




[Arabidopsis thaliana] 



42635 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302167. 

dyk700105309.hl 

BLASTX 

gl710511 

321 

6.0e-30 

89 

70 

60S RIBOSOMAL PROTEIN LI (L4) >gi_1165139_emb_CAA57 671_ 
(X82180) ribosomal protein L4 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302168 

dyk700105327.hl 

BLASTX 

g3024018 

397 

7.0e-39 

75 

100 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_154 6919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302169 

dyk700105423.hl 

BLASTX 

g2160692 

203 

3.0e-16 

72 

54 

(U73527) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302170 

dyk700105434.hl 

BLASTX 

g2052094 

410 

2.0e-40 

96 

80 

(Z49147) phenylalanine ammonia-lyase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302171 

dyk700105453.hl 

BLASTX 

g4262148 

287 

5.0e-26 

76 

71 

(AC005275) predicted protein of unknown function 
[Arabidopsis thaliana] 



42636 



Seq. No. ^ . 


302172 ' . * 


Seq. ID 


dyk700105504.hl 


Method 


BLAST N 






BLAST score 


80 


E value 


3.0e-37 


Match length 


180 


% identity 


86 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


302173 


Seq. ID 


dyk700105511.hl 


Method 


BLASTX 


NCBI GI 


g2129581 


BLAST score 


325 


E value 


2.0e-30 


Match length 


92 


% identity 


70 


NCBI Description 


envelope Ca2+-ATPase precursor - Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ••: 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_471089_dbj_BAA03091_ (D13984) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4165448_emb_CAA49558_ (X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

302174 

dyk700105526.hl 

BLASTX 

g3776579 

239 

2.0e-20 

96 

53 

(AC005388) Strong similarity to F22013.22 gi_3063460 myosin 
homolog from A. thaliana BAC gb_AC003981. [Arabidopsis 
thaliana] 

302175 

dyk700105605.hl 

BLASTX 

g3128172 

245 

1.0e-31 

100 

65 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
302176 

dyk700105612.hl 

BLASTX 

g4371280 

197 

2.0e-15 

42 

88 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



302177 



42637 



Seq. ID 


dyk700105629.hl 


Method 


BLASTX ' 


NCBI GI 


g3033390 


DT 7\CT OPATO 


4 01 


E value 


2.0e-39 


Match length 


98 


% identity 


64 


NCBI Description 


(AC004238) putative vacuolar 




thaliana] 


Seq. No. 


302178 


Seq. ID 


dyk700105630.hl 


Method 


BLASTX 


NCRT GI 


al206013 

y x £. v \J \s x «j 


BLAST score 


174 


E value 


1.0e-27 


Match length 


99 


% identity 


69 


NCBI Description 


(U44087) beta-D-glucosidase ] 


Seq. No. 


302179 


Seq. ID 


dyk700105690.hl 


Method 


BLASTX 


IN O _L \J X 




BLAST score 


266 


E value 


2.0e-23 


Match length 


91 


% identity 


55 


NCBI Description 


(Y07748) TMK [Oryza sativa] 


Seq. No. 


302180 


Seq. ID 


dyk700105704.hl 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


145 


E value 


2.0e-15 


Match length 


58 


% identity 


79 


NCBI Description 


glycine-rich protein - maize 



(X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302181 

dyk700105720.hl 

BLASTN 

g485815 

33 

4.0e-09 

69 

87 

Wheat mRNA for WZF1, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



302182 

dyk700105732.hl 

BLASTX 

g3128228 

386 

1.0e-37 



42638 



Match length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
88 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004.481L putative ribosomal protein 
L18A [Arabidopsis thaliana] 

302183 

dyk700105737.hl 

BLASTX 

g3341697 

326 

1.0e-30 

96 

65 

(AC003672) hypothetical protein 



[Arabidopsis thaliana] 



302184 

dyk700105802.hl 

BLASTX 

g4263791 

241 

1.0e-20 

96 

50 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 

302185 

dyk700105819.hl 

BLASTX 

g82696 

249 

6.0e-22 

60 

82 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

302186 

dyk700105829.hl 

BLASTX 

g4455301 

162 

2.0e-ll 

45 

84 

(AL035528) putative protein [Arabidopsis thaliana] 



302187 

dyk700105933.hl 

BLASTX 

g3337367 

245 

4.0e-21 

93 

51 

(AC004481) hypothetical protein 



[Arabidopsis thaliana] 



42639 



Seq . No . 


302188 


Seq. ID 


dyk700105937.hl 


Me u no a 


0J_lHO 1 A 


NCBI GI 


g3549626 


BLAST score 


153 


E value 


2.0e-10 


Match length 


90 


% identity 


37 


NCBI Description 


(AJ009696) wall 


Seq. No. 


302189 


Seq. ID 


dyk700105941.hl 


Method 


BLASTX 


NCBI GI 


g66009 


BLAST score 


396 


E value 


8.0e-39 


Match length 


75 


% identity 


100 


NCBI Description 


glyceraldehyde- 



1 [Arabidopsis thaliana] 



(EC 1.2.1 
(X07156) 



,12) C, 
GADPH 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cytosolic - maize >gi_22238_emb_CAA30151_ 
(AA 1-337) [Zea mays] 

302190 

dyk700105965.hl 

BLASTX 

gl370603 

358 

2.0e-36 

86 

93 

(X98245) annexin p35 [Zea mays] 
302191 

dyk700105968.hl 

BLASTX 

gl28185 

141 

8.0e-09 

44 

64 

NITRATE REDUCTASE <NR) >gi_66208_pir RDBHNH nitrate 

reductase (NADH) (EC 1.6.6.1) - barley (cv. Himalaya) 
>gi_18994_emb_CAA40976_ (X57845) nitrate reductase [Hordeum 
vulgare] 

302192 

dyk700105982.hl 

BLASTX 

g3810596 

290 

2.0e-26 

90 

54 

(AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 



42640 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302193 

dyk700105993.hl 

BLASTX 

gl839188 

297 

4.0e-27 

82 

68 

(U86081) root hair defective 



3 [Arabidopsis thaliana] 



302194 

dyk700105996.hl 

BLASTX 

g2924784 

274 

2.0e-24 

99 

51 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 

302195 

dyk700106034.hl 

BLASTX 

g549063 

142 

4.0e-09 

30 

80 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

302196 

dyk700106093.hl 
BLASTX - 
g4335745 
280 

4.0e-25 

100 

47 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

302197 

dyk700106139.hl 

BLASTX 

g2501555 

171 

2.0e-12 

51 

63 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 



42641 



Seq. No. 

Seq. ID 

Method 

NCBI GI~~, 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302198 

dyk700106210.hl 

BLASTX 

g2959767 

212 

2.0e-20 

92 

60 

(AJ002584) 
(AC005309) 



At MRP 4 [Arabidopsis thaliana] >gi_3738292 
glutathione-con jugate transporter AtMRP4 



Seq. No. 
Seq. ID 
Method 



[Arabidopsis thaliana] 
302199 

dyk700106266.hl 

BLASTN 

gl550813 

161 

2.0e-85 

216 

94 

Z.mays mRNA for acidic ribosomal protein P0 
302200 

dyk700106293.hl 

BLASTN 

g4416300 

129 

2.0e-66 

141 

98 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

302201 

dyk700106340.hl 

BLASTN 

.gl848280 

44 ^ 

1.0e-15 

44 

100 

Sorghum bicolor membrane intrinsic protein (Mipl) mRNA, 
partial cds 

302202 

dyk700106349.hl 

BLASTX 

g404690 

233 

1.0e-19 

102 

50 

(L19075) cytochrome P450 [Catharanthus roseus] 
302203 

dyk700106353.hl 
BLASTX 



42642 





- NCBI GI 


gl523800 




BLAST score 


150 ■•: 




E value 


3.0e-10 




Match length 


39 




% identity 


69 




NCBI Description 


(Y07694) MAP kinase kinase alpha protein kinase 






[Arabidopsis thaliana] 




Seq. No. 


302204 




Seq. ID 


dyk700106429.hl 




Method 


BLASTX 




NCBI GI 


gl747310 




BLAST score 


140 




E value 


5.0e-09 




Match length 


25 




% identity 


100 




NCBI Description 


(D58424) Myb-like DNA binding protein [Arabidopsis 






thaliana] 


o 


Seq. No. 


302205 




Seq. ID 


dyk700106434.hl 


fn 


Method 


BLASTX 




NCBI GI 

J-J .X >wJ X 


a3056725 


53 


BLAST score 


185 




E value 


3.0e-14 


Q 


Match length 


68 


M= 


% identity 


51 


y ' 


NCBI Description 


(AF034774 ) • ent-kaurene synthase [Arabidopsis thaliana] 




Seq. No. 


302206 


c mi _: 


Seq. ID 


dyk700106468.hl 


o 


Method 


BLASTX 




NCBI GI 


a3292829 

U v fa S fa \J fa *J 


5 


BLAST score 


145 




E value 


4.0e-14 




Match length 


93 


===== 


% identity 


47 




NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 




Seq. No. 


302207 




Seq. ID 


dyk700106518.hl 




Method 


BLASTX 




NCBI GI 


g2665890 






309 




E value 


2.0e-32 




Match length 


97 




% identity 


73 




NCBI Description 


(AF035944) calcium-dependent protein kinase [Fragaria x 






ananassa] 




Seq. No. 


.'. 

302208 




Seq. ID 


dyk700106532.hl 




Method 


BLASTN 




NCBI GI 


g559535 




BLAST score 


69 




E value 


1.0e-30 




Match length 


178 



42643 



% identity 


91 


NCBI Description 


Z.mays mRNA for metallothionein 


Seq. No. 


302209 


Seq. ID 


dyk700106538.nl 


Method 


BLAST N 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


302210 


Seq. ID 


dyk700106570.hl 


Method 


BLASTN 


NCBI GI 


Q433871 


BLAST score 


38 


E value 


4.0e-12 


Match length 


90 


% identity 


86 


NCBI Description 


C.roseus mRNA for HMG protein 


Seq. No. 


302211 


Seq. ID 


dyk700106587.hl 


Method 


BLASTX 


NCBI GT • 


a4263048 


BLAST score 


185 


E value 


5.0e-14 


Match length 


46 


% identity 


72 


NCBI Description 


(AC005142) putative hydrolase [Arabidopsis thai 


Seq. No. 


302212 


Seq. ID 


dyk700106627.hl 


Method 


BLASTN 


NCBI GI 


a2062705 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


302213 


Seq. ID 


dyk700106660.hl 


Method 


BLASTX 


NCBI GI 


gl352186 


BLAST score 


251 


R v a 1 i i p» 

Li V CI X Li. 


2 . Oe-27 


Match length 


87 


% identity 


69 


NCBI Description 


ALLENE OXIDE SYNTHASE PRECURSOR (HYDROPEROXIDE ] 




(CYTOCHROME P450 74) >gi_404866 (U00428) allene 




synthase [Linum usitatissimum] 


Seq.. No. 


302214 


Seq. ID 


dyk700106670.hl 



oxide 



42644 



Method 


BLASTX 


IN \^ D J. VJ -L 


a4581164 


BLAST score 


253 


E value 


7.0e-25 


Match length 


96 


% identity 


61 


NCBI Description 


(AC006220) putative polyprotein [Arabidops: 


Seq. No r 


302215 


Seq. ID 


dyk700106681.hl 


Method 


BLASTX 


NCBI GI 


g2257756 


BLAST score 


340 


E value 


4 ,0e-32 


Match length 


77 


% identity 


82 


NCBI Description 


(U82815) nucleolar histone deacetylase HD2- 




>gi_3650466 (AF026917) histone deacetylase 




mays] 


Seq. No. 


302216 


Seq. ID 


dyk700106683.hl 


Method 


BLASTX 




a3193296 


BLAST score 


142 


E value 


6.0e-09 


Match length 


51 


% identity 


49 


NCBI Description 


(AF069298) similar to pectinesterase [Arab. 


Seq. No. 


302217 


Seq. ID 


dyk700106710.hl 


Method 


BLASTX 


NCBI GI 


,g3892051 


RT.A^T «rnrp 

OJ-LTIO J. &\*\JJLKZ 


215 


E value 


5.0e-20 


Match length 


63 


% identity 


79 \ 


NCBI Description 


(AC002330) predicted NADH dehydrogenase 24 




[Arabidopsis thaliana] 


Seq. No. 


302218 


Seq. ID 


dyk700106731.hl 


Method 


BLASTX ^; 




\A *J -J ^ 


BLAST score 


153 


E value 


3.0e-10 


Match length 


28 


% identity 


96 


NCBI Description 


(AJ007333) PP2A1 protein [Catharanthus rosi 


Seq. No. 


302219 


Seq. ID 


dyk700106733.hl 


Method 


BLASTN 


NCBI GI 


gll29083 


BLAST score 


93 


E value 


6.0e-45 



[Zea mays] 
p39 [Zea 



[Arabidopsis thaliana] 



kD subunit 



42645 



Match length 


152 


% identity 


91 


NCBI Description . 


Wheat mRNA for protein H2A, complete cds, < 


Seq. No. 


302220 


Seq. ID 


dyk700106842.hl 


Method 


BLASTX 


NCBI GI 


g4115388 


RT.AST score 


263 


E value 


3.0e-23 


Match length 


82 


% identity 


63 


NCBI Description 


(AC005967) putative prolylcarboxypeptidase 




thaliana] 


Seq. No. 


302221 


Seq. ID 


dyk700106850.hl 


Method 


BLASTX 


NCBI GI 


gll61167 


BLAST score 


181 


E value 


1.0e-13 


Match length 


88 


% identity 


34 


NCBI Description 


(L42466) ethylene-forming enzyme [Picea gL 


Seq. No. 


302222 


Seq. ID 


dyk700106862.hl 


Method 


BLASTX 


NCBI GI 


g3860277 


BLAST score 


256 


E value 


2.0e-22 


Match length 


73 


% identity 


63 


NCBI Description 


(AC005824) putative ribosomal protein L10 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

302223 

dyk700106901.hl 

BLASTN 

g577818 

98 

3.0e-48 

121 ' 
98 

Z.mays gene for H2B histone (gH2B4) 
302224 

dyk700106911.hl 
BLASTX 
g347855 ' 
156 

1.0e-10 

78 

41 

(L21753) glucose transporter [Saccharum hybrid cultivar 
H65-7052] 



42646 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302225 

dyk700106927.hl 

BLASTX 

g3176687 

392 

3.0e-38 

99 

73 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene* [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302226 

dyk700106945.hl 

BLASTX 

g3176673 

229 

3.0e-19 

86 

51 

(AC003671) Similar to serine/threonine kinase gb_ 
from Brassica oleracea. [Arabidopsis thaliana] 



Y12531 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302227 

dyk700106946.hl 

BLASTX 

g4056615 

161 

3.0e-ll 

60 

62 

(AF067401) Sell protein [Oryza sativa] 
302228 

dyk700106955.hl 

BLASTX 

g4056506 

319 

1.0e-29 

100 

61 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302229 

fC-zmfl700337353a5 

BLASTN 

g56539 

87 

3.0e-41 

301 

94 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



42647 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302230 

fC-zmfl700342888gl 

BLASTX 

g4098521 

324 

2.0e-30 

76 

76 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi_4098523 (079161) HMG-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302231 

fC-zmfl700344603gl 

BLASTX 

g267196 

621 

9.0e-65 

168 

74 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_66574_pir YUPOY ADPglucose — starch glucosyltransf erase 

(EC 2.4.1.21) precursor - potato >gi_21471_emb_CAA41359_ 
(X58453) glycogen (starch) synthase [Solanum tuberosum] 

302232 

fC-zmfl700345831gl 

BLASTX 

g2879792 

172 

4.0e-12 

78 

44 

(AL021813) SPAC23A1.04c, possible glycosyl hydrolase, 
len:756aa, similar eg. to C. elegans Q18679, (586aa) , fasta 
scores, opt: 566, E():0, (48.0% identity in 452 aa overlap), 
also similar to YHR204W, YH04 YEAST, P38888, hypothet 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302233 

fC-zmfl700345831zl 

BLASTX 

gl504008 

178 

5.0e-28 

166 

45 

(D86967) Containing ATP/GTP-binding site motif A(P-loop) : 
Similar to C. elegans protein (P1:CEC47E128) /Similar to Mouse 
alpha-mannosidase(Pl:B54407) [Homo sapiens] 

302234 

fC-zmfl700348376y2 

BLASTN 

g304040 

169 

2.0e-90 . - 

185 



42648 



% identity 98 

NCBI Description Alnus incana chloroplast 23S ribosomal RNA (23S rRNA) gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302235 

fC-zmfl700349776gl 

BLASTX 

g3021270 

424 

8.0e-42 

141 

57 

(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 



■like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302236 

fC-zmfl700350656f5 

BLASTX 

g2104675 

337 

9.0e-32 

100 

67 

(X97903) transcription factor [Vicia faba] 
302237 

fC-zmfl700350656f6 

BLASTX 

g4587989 

211 

5.0e-17 

110 

43 

(AF085279) hypothetical Cys-3-His zinc finger protein 
[Arabidopsis thaliana] 

302238 

fC-zmfl700350815d4 

BLASTX 

g542395 

190 

2.0e-14 

50 

80 

ubiquitin - basidiomycete (Phanerochaete chrysosporium) 
(fragment) >gi_4 67696_emb_CAA83244_ (Z31373) ubiquitin 
[Phanerochaete chrysosporium] 

302239 

fC-zmfl700352166bl 

BLASTX 

g4510395 

207 

2.0e-16 

76 

51 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



42649 



Seq. No. 


302240 


Seq. ID 


fC-zmfl700352582f2 


Method 


BLASTX 


NCBI GI 


g3924611 


BLAST score 


601 


E value 


2.0e-62 


Match length 


128 


% identity 


89 


NCBI Description 


(AF069442) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


302241 


Seq. ID 


f C-zmf 1700354 921gl 


Method 


BLASTX 


NCBI GI 


g2459435 


BLAST score 


421 


E value 


2.0e-41 


Match length 


154 


% identity 


56 


NCBI Description 


(AC002332) putative serine carboxypeptidase [Arabidops. 




thaliana] 


Seq. No. 


302242 


Seq. ID 


f C-zmf 1700382985hl 


Method 


BLASTX 


NCBI GI 


g4210330 


BLAST score 


658 


E value 


4.0e-69 


Match length 


158 


% identity 


78 


NCBI Description 


(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 




[Arabidopsis thaliana] 


Seq. No. 


302243 


Seq. ID 


f C-zmf 17004 64505bl 


Method 


BLASTX 


NCBI GI 


a3033400 


BLAST score 


371 


E value 


2.0e-35 


Match length 


83 


% identity 


80 


NCBI Description 


(AC004238) putative Ser/Thr protein kinase [Arabidopsi; 




thaliana] 


Seq. No. 


302244 


Seq. ID 


fC-zmfl700465148f2 


Method 


BLASTN 


NCBI GI 


g2832689 


BLAST score 


162 


E value 


5.0e-86 


Match length 


285 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T9A2; 




(ESSAII project) 


Seq. No. 


302245 


Seq. ID 


fC-zmfl700465406bl 



42650 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

gl707642 

215 

3.0e-17 

84 

54 

(Y07748) 



TMK [Oryza sativa] 



302246 - 

fC-zmfl700466204d4 

BLASTX 

gl710124 

256 

3.0e-22 

74 

72 

(U62279) leucine-rich repeat-containing extracellular 
glycoprotein; contains six N-glycosylation sites [NX(S/T)] 
[Sorghum bicolor] 

302247 

fC-zmfl700467207bl 

BLASTX 

g3256035 

187 

6.0e-14 

52 
62 

(Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



302248 

fC-zmfl700467236bl 

BLASTX 

g3249072 

185 

1.0e-13 

66 

53 

(AC004 473) Contains similarity to hypothetical 43.1 KD 
protein in NDK-GCPE intergenic region gb_4 93519 from E. 
coli sequence gb_U02965. [Arabidopsis thaliana] 

302249 

fC-zmf!700467533bl 

BLASTX 

g3337361 

387 

3.0e-37 

105 

64 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
302250 

fC-zmfl700467714bl 

BLASTX 

gl223926 



42651 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311 

2.0e-28 

64 

92 

(U49741) Vigna radiata carboxypeptidase II mRNA, partial 
cds [Vigna radiata] 

302251 

fC-zmfl700467776bl 

BLASTX 

g3024362 

436 

3.0e-43 

88 

91 

PHENYLALANINE AMMON I A- L YAS E G2B >gi_2118317 jpir S60042 

phenylalanine ammonia-lyase (EC 4.3.1.5) 2b - Japanese 
aspen x large-toothed aspen >gi_110964 l_dbj_BAA07860_ 
(D43802) phenylalanine ammonia-lyase [Populus 
kitakamiensis ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. X ID 
Method 
NCBI GI 



302252 

fC-zmfl700467803bl 

BLASTX 

gl403522 

461 

5.0e-46 

96 

85 

(X57187) chitinase [Phaseolus vulgaris] 
302253 

fC-zmfl700468004bl 

BLASTX 

g4432830 

333 

5.0e-31 

111 

58 

(AC006283) similar to pheromone receptor deficient mutant 
[Arabidopsis thaliana] 

302254 

fC-zmfl7 004 68053b! 

BLASTN 

g3769285 . 

63 

8.0e-27 

239 

87 

Vigna radiata gene for 1-aminocyclopropane-l-carboxylate 
synthase, complete cds 

302255 

fC-zmfl700468133bl 

BLASTX 

g2493495 



42652 



BLAST scpre 

E value 

Match length 

% identity 

NCBI Description 



166 

1.0e-ll 

48 

62 

SERINE CARBOXYPEPTIDASE-LIKE >gi_2129878_pir S72370 

carboxypeptidase - garden pea (fragment) 

>gi_1089904_emb_CAA92216_ (Z68130) carboxypeptidase [Pisum 

sativum] >gi_1587217_prf 2206338A Ser carboxypeptidase 

[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302256 

fC-zmfl700468226bl 

BLASTX 

gll4947 

201 

1.0e-15 

104 

50 

BETA GALACTOSIDASE-RELATED PROTEIN PRECURSOR 

>gi_105434_j>ir B32688 beta-galactosidase-related protein 

human >gi_179421 (M27508) beta-galactosidase related 
protein precursor [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



302257 

-fC-zmfl700468226f2 
BLASTX 
g2501021 
159 

7.0e-ll 

56 

59 

LYSYL-TRNA SYNTHETASE (LYSINE — TRNA LIGASE) (LYSRS) 
>gi_1652562_dbj_BAA17483_ (D90906) lysyl-tRNA synthetase 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity . 

NCBI Description 



302258 

fC-zmfl700468289bl 

BLASTX 

g4455369 

178 

6.0e-13 

46 

78 

(AL035524) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302259 

fC-zmfl700468444f2 

BLASTN 

g6598508 

81 

7.0e-38 

153 

88 

Arabidopsis thaliana chromosome II BAC T13P21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



302260 



42653 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmfl700468704f2 

BLASTX 

g466190 

299 

3.0e-27 

109 

52 

RIBOSOMAL LARGE SUBUNIT PSEUDOURIDINE SYNTHASE B 
(PSEUDOURIDYLATE SYNTHASE) (URACIL HYDROLYASE) 

>gi_629120_pir S45555 hypothetical protein X13 - Bacillus 

subtilis >gi_410137 (L09228) ORFX13 [Bacillus subtilis] 
>gi_2634751_emb_CAB14248_ (Z99116) similar to hypothetical 
proteins [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302261 

fC-zmfl700468993bl 

BLASTX 

gl935019 

719 

3.0e-76 

169 

85 

(Z93774) sucrose transport protein [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302262 

fC-zmfl700469527bl 

BLASTX 

g2494174 

305 

1.0e-27 

100 

64 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



1 (GAD 1) >gi_497979 (U10034) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302263 

fC-zmfl700469527f2 

BLASTN 

g2618677 

325 

0.0e+00 
329 
100 ' 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302264 

fC-zmfl700469566bl 

BLASTX 

gl!4167 

508 

1.0e-51 

104 

89 

3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE 2 
( 5 -ENOLPYRUVYLSHIKIMATE- 3- PHOSPHATE SYNTHASE 2) 



(EPSP 



SYNTHASE 2) >gi_100297_pir S18354 3-phosphoshikimate 



42654 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match iength 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1-carboxyvinyltransf erase (EC 2.5.1.19) - common tobacco 
>gi_170231 (M61905) 5-'enolpyruvylshikimate-3-phosphate 
synthase [Nicotiana tabacum] 

302265 

fC-zmfl700469566f2 

BLASTX 

gl418331 

300 

2.0e-27 

106 

57 

(X95909) receptor like protein kinase [Arabidopsis 
thaliana] 

302266 

fC-zmfl700469777bl 

BLASTX 

g3367516 

207 

2.0e-16 

68 

50 

(AC004392) Similar to beta-glucosidase BGQ60 precursor 
gb_L41869 from Hordeum vulgare. [Arabidopsis thaliana] 

302267 

fC-zmfl700470006bl 

BLASTX 

g2244867 

246 

6.0e-21 

73 
59 

(Z97337) hydroxynitrile lyase [Arabidopsis thaliana] 
302268 

fC-zmf!700470273f2 

BLASTX 

g4335736 

219 

7.0e-18 

108 

40 

(AC006248) putative copia polyprotein [Arabidopsis 
thaliana] 

302269 

fC-zmfl700470673bl 

BLASTX 

gl931655 - 

171 

4.0e-12 

44 

75 

(U95973) receptor-kinase isolog [Arabidopsis thaliana] 



42655 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302270 

fC-zmfl700471493bl ^ . 

BLASTX 

gl706110 

325 

4.0e-30 

82 

80 

NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR 
(CTPT) >gi_1143713 (U13632) non-green plastid 
phosphate/triose-phosphate translocator precursor [Brassica 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302271 

fC-zmfl700471493f2 

BLASTN 

g6598653 

228 

1.0e-125 

259 

97 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302272 

fC-zmfl700471593bl 

BLASTX 

gl754522 

193 

1.0e-14 

60 

65 

(D89984) ornithine decarboxylase 



[Nicotiana tabacum] 



302273 

fC-zmfl700472059bl 

BLASTX 

g4538667 

193 

9.0e-15 

58 

66 

(AL049474) clathrin coat assembly protein 
[Schizosaccharomyces pombe] 

302274 

fC-zmfl700472168bl 

BLASTX ' 

g3122389 

182 

7.0e-14 

50 

78 

WD-40 REPEAT PROTEIN MSI3 >gi_2394233 (AF016848) WD-40 
repeat protein [Arabidopsis thaliana] 



Seq. No. 



302275 



42656 



Seq. ID 


fC-zmfl700472661bl 


Method 


BLASTN 


NCBI GI 


g2606080 


BLAST score 


194 


E value 


1.0e-105 


Match length 


277 


% identity 


100 


NCBI Description 


Glycine max sucrose 


Seq. No. 


302276 


Seq. ID 


f C-zmf 17004727 lObl 


Method 


BLASTX 


NCBI GI 


g2501231 


BLAST score 


385 


E value 


3.0e-37 


Match length 


88 


% identity 


76 


NCBI Description 


HYPOTHETICAL 38.1 K 



mRNA, complete cds 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



hypothetical protein - pink corydalis 
>gijL8258_emb_CAA45139_ (X63595) protein of unknown 

function [Corydalis sempervirens] >gi_4 44333_prf 1906382A 

pCSC71 protein [Corydalis sempervirens] 

302277 

fC-zmfl700472751bl 

BLASTX 

g4098129 

369 

3.0e-35 

74 

92 

(U73588) " sucrose synthase [Gossypium hirsutum] 
302278 

fC-zmfl700474549bl 

BLASTX 

g4115936 

335 

2.0e-31 

78 

82 

(AF118223) No definition line found [Arabidopsis thaliana] 
302279 

fC-zmfl700475620bl 

BLASTX 

gll55255 

279 

1.0e-24 

105 

55 

(U39228) beta-glucosidase [Prunus avium] 
302280 

fC-zmfl700548428f3 

BLASTX 

g535454 



42657 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



377 

2.0e-36 

109 

61 

(U13940) cysteine proteinase [Alnus glutinosa] 
302281 

fC-zmfl700549125f3 

BLASTX 

g2388574 

548 

3.0e-56 

122 

87 

(AC000098) Strong similarity to Phalaenopsis homeobox 
protein (gb_U34743) . [Arabidopsis thaliana] 

302282 

fC-zmfl700549863r3 

BLASTX 

gl236949 

257 

3.0e-22 

68 

76 

(U50075) lipoxygenase L-5 [Glycine max] 
302283 

fC-zmfl700552735f3 

BLASTX 

gl076531 

481 

2.0e-48 

123 

73 

hypothetical protein, pollen allergen homolog - garden pea 

>gi_2129891_pir S65056 pollen allergen homolog precursor 

(clone PPA1) - garden pea >gi_732905_emb_CAA59470_ (X85187) 
homology with pollen allergens [Pisum sativum] 

302284 

fC-zmfl700610957h2 

BLASTX 

g310580 

259 

3.0e-22 

54 

94 

(L19360) protein kinase 2 [Glycine max] 
302285 

fC-zmfl7006112'01al 

BLASTX 

g3063691 

534 

1.0e-54 
156 



42658 



% identity 

NCBI Description 



62 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 302286 

Seq. ID fC-zmfl700903880zl 

Method BLASTX 

NCBI GI g4335745 

BLAST score 259 

E value ' 2.0e-22 

Match length 148 

% identity 41 



NCBI Description (AC006284) putative hydrolase (contains an 

esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 302287 

Seq. ID fC-zmfl700903946zl 

Method BLASTX 

NCBI GI g4102600 

BLAST score 502 

E value 7.0e-51 

Match length 142 

% identity 75 

.NCBI, Description (AF013467) ARF6 [Arabidopsis thaliana] 

Seq. No. 302288 

Seq. ID fC-zmfl700904260gl 

Method BLASTX 

NCBI GI g2809262 

BLAST score 352 

E value 3.0e-33 

Match length 165 

% identity 44 

NCBI Description (AC002560) F21B7.31 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302289 

fC-zmfl700905073gl 

BLASTX 

g4510375 

198 

4.0e-15 

131 

45 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302290 

fC-zmfl700906621al 

BLASTX 

g4335763 

301 

2.0e-27 

116 

47 

(AC006284) unknown protein [Arabidopsis thaliana] 



Seq. No. 



302291 



42659 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmle700423591r3 

BLASTX 

g3639087 

352 

2.0e-33 

113 

64 

(AF090444) phospholipase 
(U85482) phospholipase D 
>gi_4 3 2 4 9 7 l_gb_AADl 7 2 0 9_ 



D2 [Brassica oleracea] >gi_3924 621 
[Brassica oleracea var. capitata] 
(AF113919) phospholipase D2 



[Brassica oleracea var, capitata] 
302292 

fC-zmle700427538bl 

BLASTX 

gl781348 

156 

1.0e-10 

34 

88 

(Y10380) homologous - to plastidic aldolases [Solanum 
tuberosum] 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302293 

fC-zmle700428142a4 

BLASTX 

gl632822 

408 

5.0e-40 
87 
89 

(Y08962) 
(U77297) 



transmembrane- protein [Oryza sativa] >gi_1667594 
transmembrane protein [Oryza sativa] 



302294 

fC-zmle700428946d3 

BLASTN 

g3342803 

94 . 

2.0e-45 

178 

88 

Zea mays strain B73 putative 6-phosphogluconate 
dehydrogenase mRNA, nuclear gene encoding putative plastid 
protein, partial cds 

302295 

fC-zmle700429434f3 

BLASTN 

g3342031 

52 

3.0e-20 

60 
98 

Oryza sativa 18S small 
sequence 



subunit ribosomal RNA gene, complete 



42660 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



302296 

fC-zmle700431670f4 

BLASTX 

g4033424 

186 

2.0e-14 

41 

85 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302297 

fC-zmle700433471d3 

BLASTN 

g553071 

189 

1.0e-102 

261 

93 

Maize catalase (Cat2) mRNA, 3' end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302298 

fC-zmle700434174zl 

BLASTX 

g488571 

202 

1.0e-15 

41 

98 

(U09462) histone H3. 



2 [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302299 

fC-zmle700434272gl 

BLASTX 

gl076755 

693 

4.0e-73 

183 

72 

protein kinase - rice >gi_450300 (L27821) protein kinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302300 

fC-zmle700441222d3 

BLASTX 

gl345559 

170 

2.0e-12 

46 

72 

(Z15024) hsp82 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302301 

fC-zmle700442391d5 

BLASTX 

gll3987 



42661 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173 ' . . ' 

2.0e-12 

45 

71 

60S ACIDIC RIBOSOMAL PROTEIN PO ( DEOXYRIBONUCLEASE 
(APURINIC OR APYRIMIDINIC) ) (APURINIC- APYRIMIDINIC 

ENDONUCLEASE) >gi_71140_pir R5FFP0 acidic ribosomal 

protein PO - fruit fly (Drosophila melanogaster) >gi_576817 
(M25772) DNA repair protein [Drosophila melanogaster] 

302302 

fC-zmle700443787d6 

BLASTX 

g731806 

218 

4.0e-22 

79 

70 

PROBABLE CALCIUM-TRANSPORTING AT PAS E 7 

>gi_626344_pir S48431 probable membrane protein YIL048w - 

yeast (Saccharomyces cerevisiae) >gi_557820_emb_CAA86174_ 
(Z38060) orf, len: 1151, CAI : 0.17, similar to S30768 
S30768 PROBABLE AT PAS E - YEAST (SACCHAROMYCES CEREVISIAE) 
[Saccharomyces cerevisiae] 

302303 

fC-zmle700444043bl 

BLASTX 

g2081612 

151 

9.0e-10 

41 
80 

(D49714) 
sativa] 



deltal-pyrroline-5-carboxylate synthetase [Oryza 



302304 

fC-zmle700445373f5 

BLASTX 

g3402758 

372 

9.0e-36 

128 

56 

(AL031187) serine/threonine kinase - like protein 
[Arabidopsis thaliana] 

302305 

fC-zmle700445890d4 

BLASTX 

g4008006 

151 

2.0e-10 

59 

46 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID * 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



302306 

fC-zmle700447121al 

BLASTX 

g2842478 

149 

1.0e-09 

80 

39 

(AL021749) receptor protein kinase like protein 
[Arabidopsis thaliana] 

302307 

fC-zmle700447833al 

BLASTN 

g296593 

55 

4.0e-22 

75 

93 



NCBI Description H. vulgare pZE40 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID L 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



302308 

fC-zmle700448273al 

BLASTX 

g3540182 

360 

3.0e-34 

125 

54 

(AC004122) Unknown protein [Arabidopsis thaliana] 
302309 

fC-zmle700577059a2 

BLASTX 

g2687358 

286 

4.0e-51 

120 

89 

(AF033263) nonphototropic hypocotyl 1 [Zea mays] 
302310 

fC-zmle700577234rl 

BLASTX 

g585421 

265 

3.0e-23 

57 

77 

LIPOXYGENASE, CHLOROPLAST PRECURSOR >gi_541879jdr JQ2391 

lipoxygenase (EC 1.13.11.12) AtLox2 - Arabidopsis thaliana 
>gi_431258 (L23968) lipoxygenase [Arabidopsis thaliana] 

302311 

fC-zmle700582195a2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ■ 

Match length 

% identity 

NCBI Description 



gl364161 
269 

7.0e-24 

93 

63 

thiolase precursor, peroxisomal - ripe mango 
302312 

fC-zmle700583812a2 

BLASTN 

g3318610 

110 

3.0e-55 

176 

92 

Glycine max mRNA for mitochondrial phosphate transporter, 
complete cds 

302313 

fC-zmle700870829al 

BLASTX 

g2459435 

473 

1.0e-47 

125 

71 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302314 

fC-zmle700870829dl 

BLASTX 

g2459435 

320 

2.0e-29 

76 

78 

(AC002332) putative, serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302315 

fC-zmle700870883al 

BLASTX 

g4105772 

444 

4.0e-44 

107 

43 

(AF049917) PGP9B [Petunia x hybrida] 
302316 

fC-zmle700871883al . 

BLASTX 

g3204134 

871 

4.0e-94 
166 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

(AJ006771) beta-galactosidase [Cicer* arietinum] 
302317 

fC-zmle700871981dl 

BLASTX 

g2623300 

447 

2.0e-44 

112 

79 

(AC002409) putative protein phosphatase 2C [Arabidopsis 
thaliana] 

302318 

fC-zmle700889290al 

BLASTX 

gll68493 

557 

3.0e-57 

131 

85 

ARGINASE >gi_602422 (U15019) arginase [Arabidopsis 
thaliana] >gi_4325373_gb_AAD17369_ (AF128396) Arabidopsis 
thaliana arginase (SW:P46637) (Pfam: PF00491, Score-419.6, 
E=3.7e-142 N=l) [Arabidopsis thaliana] 



Seq. No. 


302319 


Seq. ID 


fC-zmro700448758al 


Method 


BLASTX 


NCBI GI 


g2239260 


BLAST score 


618 


E value 


2.0e-64 


Match length 


136 


% identity 


88 


NCBI Description 


(Y13734) cinnamoyl CoA reductase [Zea mays] 


Seq. No. 


302320 


Seq. ID 


fC-zmro700569244fl 


Method 


BLASTX 


NCBI GI 


g4165488 


BLAST score 


385 


E value . 


3.0e-49 


Match length 


97 


% identity 


97 


NCBI Description 


(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 


Seq. No. 


302321 


Seq. ID 


fC-zmro700570531rl 


Method 


BLASTX 


NCBI GI 


g3913194 


BLAST score 


171 


E value 


5.0e-12 


Match length 


81 


% identity 


40 


NCBI Description 


CINNAMYL-ALCOHOL DEHYDROGENASE 3 (CAD) >gi 54! 



cinnamyl-alcohol dehydrogenase 



3 (L36456) 
[Stylosanthes humilis] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302322 

fC-zmro700570954al 

BLASTX 

g2244771 

324 

5.0e-30 

76 

89 

(Z97335) kinesin homolog [Arabidopsis thaliana] 
302323 

fC-zmro700570954dl 

BLASTX 

g4093169 

248 

4.0e-21 

63 

70 

(AF095933) p20-Arc [Dictyostelium discoideum] 
302324 

fC-zmro700571730al 

BLASTX 

g3046815 

190 

2.0e-23 

72 

76 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 
302325 

fC-zmro700571850al 

BLASTX 

g4587525 

.258 

3.0e-22 

117 

42 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gbJSI06574 and gb_Z25700 come from this gene. 

[Arabidopsis thaliana] 

302326 

fC-zmro700572286al 

BLASTX 

g2739279 

332 

6.0e-31 

137 * 
49 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 



302327 



42666 



3 : 
L_3L 



Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmro700572681al 

BLASTX 

g3193316 

358 

5.0e-34 

103 

68 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



302328 

fC-zmro700573051al 

BLASTX 

gl352186 

453 

4.0e-45 

140 

56 

ALLENE OXIDE SYNTHASE PRECURSOR 
(CYTOCHROME P450 74) >gi_404866 
synthase [Linum usitatissimum] 



(HYDROPEROXIDE DEHYDRASE) 
(U00428) allene oxide 



302329 

fC-zmro700573209al 

BLASTX 

g2980785 

514 

3.0e-52 

137 

64 

(AL022198) SERINE CARBOXYPE PT I DASE II 
[Arabidopsis thaliana] 



like protein 



302330 

fC-zmro700573209dl 

BLASTX 

g2493494 

290 

5.0e-26 

84 

69 

SERINE CARBOXY PEPTIDASE II-2 PRECURSOR (CP-MII.2) 
>gi_619351_bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 436 
aa] 

302331 

fC-zmro700573388dl 

BLASTN 

g2446999 

121 

2.0e-61 

223 

95 

Zea mays FAD8 gene for fatty acid desaturase, partial cds 



Seq. No. 



302332 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmro700573489gl 

BLASTX 

gl709000 

612 

8.0e-64 

142 

82 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) . 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum' vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302333 

fC-zmro700573489zl 

BLASTX 

g3024122 

722 

1.0e-76 

162 

86 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302334 

fC-zmro700573673al 

BLASTX 

g!23620 

620 

9.0e-65 

141 

87 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302335 

fC-zmro700573673dl ' 

BLASTX 

gl430887 

295 

1.0e-26 

91 

69 

(X99197) 70 kD heatshockprotein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302336 

fC-zmro700574787al 

BLASTX 

g4165488 

257 

6.0e-33 

77 

86 

(AJ132399) alpha-tubulin 3 



[Hordeum vulgare] 
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Seq. No. 

Seq. ID 

Method 

NCBI "GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



302337 

fC-zmro700574919a3 

BLASTX 

gl236949 

907 

3.0e-98 

174 

99 

(U50075) lipoxygenase L- 



5 [Glycine max] 



302338 

fC-zmro700575714fl 

BLASTX 

g2522210 

305 

6.0e-28 

101 

53 

(AF023132) choline monooxygenase [Beta vulgaris] 
302339 

fC-zmro700576307a2 
BLASTX 

g3482919 ' . -V 

141 

4.0e-09 

33 

73 

(AC003970) Putative protein kinase [Arabidopsis thaliana] 
302340 

fC-zmro70080754 9al 

BLASTX 

g4457221 

381 

1.0e-36 

114 

68 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 

302341 

fC-zmro700807584al 

BLASTX 

g3218410 

516 

1.0e-52 

127 

76 

(AL023859) putative prolyl-trna synthetase 
[Schizosaccharomyces pombe] 

302342 

fC-zmro700807584rl 

BLASTX 

g731640 

172 



42669 



E value 
Match length 
% identity 
NCBI Description 



3.0e-12 • 

78 

47 

PUTATIVE PROLYL- TRNA SYNTHETASE YHR020W ( PROLINE — TRNA 

LIGASE) (PRORS) >gi_626755_pir S46774 multifunctional 

amino acid — tRNA ligase homolog - yeast (Saccharomyces 
cerevisiae) >gi_500692 (U10399) Yhr020wp [Saccharomyces 
cerevisiae] 



fcsf 



D 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



302343 

fC-zmro700807612al 

BLASTX 

g3402758 

521 

4.0e-53 

153 

65 

(AL031187) serine/threonine kinase - like protein 
[Arabidopsis thaliana] 

302344 

fC-zmro700829628al 

BLASTX 

g4567246 

362 

2.0e-34 

112 

65 

(AC007070) unknown protein [Arabidopsis thaliana] 
302345 

fC-zmro700829706al 

BLASTX 

g3687240 

580 

5.0e-60 

156 

70 

(AC005169) extensin-like protein [Arabidopsis thaliana] 
302346 

fC-zmro700829731al 

BLASTX 

g2492952 

544 

9.0e-56 

114 

85 

CHORISMATE SYNTHASE 1 PRECURSOR 

(5-ENOLPYRUVYLSHIKIMATE-3-PHOSPHATE PHOSPHOLYASE 1) 

>gi_542026_pir S40410 chorismate synthase (EC 4.6.1.4) 1 

precursor - tomato >gi_410482_emb_CAA79859_ (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 

302347 

fC-zmro700829816d3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl730168 
199 

2.0e-15 

52 

75 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC 1 (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 
(PHI) >gi_1370053_emb_CAA61576_ (X89396) ■ 
glucose-6-phosphate isomerase [Clarkia franciscana] 

30234.8 

fC-zmr6700829944dl 

BLASTN 

gll43318 

68 

6.0e-30 

285 

86 

Glycine max biotin carboxyl carrier protein precursor 
(accB-1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302349 

fC-zmro700830015a2 

BLASTX 

g2507455 

494 

5.0e-50 

111 

86 

FORMATE— TETRAHYDROFOLATE LIGASE ( FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir A43350 

formate — tetrahydrofolate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 

302350 

fC-zmro700830180dl 

BLASTX 

g478809 

591 

2.0e-61 

107 

100 

protein kinase 6 (EC 2.7.1.-) - soybean >gi_170047 (M67449) 

protein kinase [Glycine max] >gi_4 44789_prf 1908223A 

protein kinase [Glycine max] 

302351 

fC-zmro700830314d4 

BLASTX 

g4249391 

143 

4.0e-09 

51 

53 

(AC005966) Similar to gi_324 9076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 



42671 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302352 

fC-zmro700830732dl 

BLASTX 

g2980806 

286 

2.0e-25 
133 ' 
45 

(AL022197) putative protein [Arabidopsis thaliana J 

302353 - 

fC-zmro700830845dl 

BLASTX 

gl39780 

166 

2.0e-ll 

61 

61 

WOUND- INDUCED PROTEIN 1 >gi_82293jpir JQ0398 wunl protein 

- potato 

302354 ' 
fC-zmro700830845fl 

BLASTX 

gl30188 

465 

3.0e-47 

113 

80 

PHYTOCHROME A >gi_81937j?ir S06856 phytochrome - garden 

pea >gi_169132 (M37217) phytochrome [Pisum sativum] 
>gi_295830_emb_CAA32242_ (X14077) phytochrome apoprotein 

[Pisum sativum] >gi_226757_prf 1604466A phytochrome [Pisum 

sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302355 

fC-zmro700831185a2 

BLASTX 

g3402758 

511 

5.0e-52 

135 

72 

(AL031187) serine/threonine kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302356 

fC-zmro700831219dl 

BLASTX 

g4262242 

147 

3.0e-09 

61 

61 

(AC006200) NADC homolog [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302357 

fC-zmro700831372dl 

BLASTX 

g4490297 

144 

6.0e-09 

73 

38 

(AL035678) putative protein [Arabidopsis thaliana] 
302358 

fC-zmro700831977a2 

BLASTX 

g2499488 

698 

7.0e-74 

150 

90 

PYROPHOSPHATE--FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302359 

fC-zmro700833740gl 

BLASTX 

g2160191 

139 

6.0e-09 

32 

72 

(AC000132) Identical to A. thaliana AtK-1 (gb_X79279) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302360- 

fC-zmro700833775rl 

BLASTX 

g4455274 

358 

6.0e-34 

164 

41 

(AL035527) spliceosome associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302361 

fC-zmro700834080fl 

BLASTX 

g2109275 

176 

8.0e-13 

105 

40 

(U97106) downy mildew resistance protein RPP5 



[Arabidopsis 



42673 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302362 

fC-zmro7 008342 81 fl 

BLASTX 

g4490310 

387 

1.0e-37 

96 

78 

(AL035678) somatic embryogenesis receptor-like Jcinase-like 
protein [Arabidopsis thaliana] 

302363 

fC-zmro700834335fl 

BLASTX 

g2598579 

515 

2.0e-52 

120 

82 

(Y15295) L-ascorbate oxidase 



[Medicago truncatula] 



302364 

fC-zmro700834346fl 

BLASTX 

gl709267 

351 

2.0e-33 

103 

69 

INDUCIBLE NITRATE REDUCTASE 1 (NR) 
nitrate reductase [Glycine max] 



>gi 1262166 (L23854) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302365 

fC-zmro700834346rl 

BLASTN 

g409368 

70 

5.0e-31 

109 

92 

Glycine max mutant nitrate reductase mRNA, 



3 f end 



302366 

fC-zmro700834406fl 

BLASTX 

g2506470 

389 

1.0e-37 

150 

61 

ALPHA- 1,4 GLUCAN PHOSPHORYLASE, L ISOFORM PRECURSOR (STARCH 
PHOSPHORYLASE L) >gi_1616637_emb_CAA85354_ (Z36880) 
alpha-1,4 Glucan Phosphorylase, L isoform precursor [Vicia 
faba] 



42674 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302367 

fC-zmro700834515al 

BLASTX 

g2246450 

169 

5.0e-12 

54 

61 

(U68072) 3-hydroxy-3-methylglutaryl CoA reductase 2 
[Lycopersicon esculentum] 



302368 

fC-zmro700834515dl 

BLASTX 

g322669 

216 

3.0e-34 

95 

87 

hydroxymethylglutaryl-CoA reductase (NADPH) 
radish >gi_21102_emb_CAA48610_ (X68651) 
hydroxymethylglutaryl-CoA reductase (NADPH) 
sativus] 



(EC 1.1.1.34) - 
[Raphanus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302369 

fC-zmro700834529fl 

BLASTX 

gll68189 

434 

3.0e-43 

94 

91 

14-3-3-LIKE PROTEIN A (VFA-1433A) >gi_1076542 jpir S52899 

14-3-3 brain protein homolog - fava bean 
>gi_695765_emb_CAA88415_ (Z48504) 14-3-3 brain protein 
homolog [Vicia faba] 

302370 

fC-zmro700834529rl 

BLASTX 

gll68196 

445 

4.0e-44 

90 

96 

14-3-3-LIKE* PROTEIN >gi_555974 (U15036) 14-3-3-like protein 
[Pisum sativum] 

302371 

fC-zmro700834608rl 

BLASTX 

g2244899 

456 

7.0e-50 

119 

72 

(Z97338) similar to UFD1 protein [Arabidopsis thaliana] 



42675 



Seq. No. 

Seq. ID 

Method ~ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302372 

fC-zmro700834677fl 

BLASTX 

g2459435 

409 

6.0e-40 

122 

60 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302373 

fC-zmro700834677rl 

BLASTX 

g2459435 

249 

3.0e-21 

62 

73 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302374 

fC-zmro700834772fl 

BLASTX 

g4206122 

346 

8.0e-33 

89 

75 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

302375 

fC-zmro700834861fl 

BLASTN 

gll43318 

52 

3.0e-20 

52 

100 

Glycine max biotin carboxyl carrier protein precursor 
(accB-1) mRNA, complete cds 

302376 

fC-zmro700834891fl 

BLASTX 

gl769891 

155 

1.0e-10 

46 

67 

(X99747) bZIP transcription factor 
>gi_1865679_emb_CAB04795_ (Z82043) 
thaliana] 



[Arabidopsis thaliana] 
ATB2 [Arabidopsis 



42676 



a 

E a 



Seq,. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302377 

fC-zmro700834955fl ' 

BLASTX 

g3335351 

311 

1.0e-28 

116 

53 

(AC004512) Similar to ERECTA 
gb_D83257 from A. thaliana, 



receptor protein kinase 

ESTs gb_T41629 and gb_AA586072 



come from this- gene. [Arabidopsis thaliana] 
302378 

fC-zmro700835422fl 

BLASTX 

g4490721 

205 

1.0e-16 

41 

95 

(AL035709) squalene epoxidase-like protein [Arabidopsis 
thaliana] 

302379 

fC-zmro700835511fl 

BLASTX 

gl086263 

199 

1.0e-15 

73 

58 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

302380 

fC-zmro700835640fl 

BLASTX 

g2129933 

227 

5.0e-19 

43 

93 

myb-related transcription factor TMH27 - tomato 
>gi_1167484_emb_CAA64614_ (X95296). transcription factor 
[Lycopersicon esculentum] 



Seq. No. 302381 

Seq. ID fC-zmro700835753fl 

Method BLASTX 

NCBI GI g2182029 

BLAST score 395 

E value 7.0e-39 

Match length 80 

% identity 89 

NCBI Description (Y13437) shaggy-like kinase etha (OSKetha) [Oryza sativa] 

Seq. No. 302382 
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Seq. ID . 

Method 

NCBI GI* 

BLAST scor.e. 

E value 

Match length 

% identity 

NCBI Description 

" ' f 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
• Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



\ 

fC-zmro700835753rl 

BLASTX * 

g2129738 

283 

3.0e-25 

65 

80 

shaggy-like kinase dzeta - Arabidopsis thaliana 
>gi__1225913_emb_CAA64408__ (X94 938) shaggy-like kinase dzeta 
[Arabidopsis thaliana] >gi_l 669653__emb_CAA70483_ (Y09300) 
serine/threonine kinase [Arabidopsis thaliana] 

302383 

fC-zmro700835781al 

BLASTX 

g4512659 

339 

1.0e-40 

106 

83 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

302384 

fC-zmro700835853fl 

BLASTX 

g3152599 

509 

1.0e-51 

151 

32 

(AC00298 6) Strong similarity to lupeol synthase gb_U4 9919 
and cycloartenol synthase gb_U02555 from A. thaliana (the 
third gene with similar homology) . [Arabidopsis thaliana] 

302385 

fC-zmro700835853rl 

BLASTX 

g3688600 

271 

7.0e-24 
58 

84 - ' . .. . 

(AB009030) beta-Amyrin Synthase [Panax ginseng] 
302386 

fC-zmro700835903fl 

BLASTX 

g322794 

170 

7.0e-25 

85 

74 

UTP — glucose-1 -phosphate uridylyltransf erase 
potato >gi_21599_emb_CAA79357_ (Z18924) 
UTP — glucose- 1-phosphate uridylyltransf erase [Solanum 



(EC 2.7.7.9) - 
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■Seq. No. 

Seq. - ID 

Method 

NCBI GI 

BLAST score x 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tuberosum] 
302387 

fC-zmro700836164fl 

BLASTX 

g4138853 

558 

1.0e-57 

108 

98 

(AF098272) ethylene response sensor [vigna radiata] 
302388 

fC-zmro700836189fl 

BLASTX 

gl351856 

629 

7.0e-66 

139 

83 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbit a sp.] 

302389 

fC-zmse.700613632yl 

BLASTX 

gl708025 

300 

3.0e-27 

121 

54 

GLYCEROL-3-PHOSPHATE DEHYDROGENASE [NAD+] 
>gi_840731_emb_CAA56125_ (X79677) glycerol-3-phosphate 
dehydrogenase { NAD+ ) [Cuphea lanceolata] 

.302390 

fC-zmse700617823al 

BLASTX 

g3660471 

363 

5.0e-35 

92 

82 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 

302391 

fC-zmse700673147al 

BLASTX 

g4585879 

695 

2.0e-73 

166 

80 

(AC005850) Highly Simlilar to Mlo proteins [Arabidopsis 
thaliana] 
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Seq. No. 


302392 


Seq. ID 


fC-zmse700673642al 


Method 


BLASTX 




rri 001379 


BLAST score 


428 


E value 


4.0e-42 


Match length 


166 


% identity 


48 


NCBI Description 


(D64006) aspartate beta-semialdehyde dehydrogenese 




[Synechocystis* sp. ]- 


Seq. No. 


302393 


Seq. ID 


fC-zmse7007 99143b! 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


670 


E value 


2.0e-70 


Match length 


178 


% identity 


73 


NCBI Description 


(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 


Seq. No. 


302394 


Seq. ID 


fC-zmse700806251bl 


Method 


BLASTX 


NCBI GI 


g2852449 


BLAST score 


775 


E value 


8.0e-83 


Match length 


173 


% identity 


86 


NCBI Description 


(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 




(AC002521) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


302395 


Seq. ID 


fC-zmse700806251cl 


Method 


BLASTX 


NCBI GI 


. g2852447 ' . - - 


BLAST score 


243 ^ 


E value 


1.0e-20 


Match length 


92 


% identity 


60 


NCBI Description 


(D88206) protein kinase [Arabidopsis thaliana] 


Seq. No. 


302396 


Seq. ID 


fC-zmse700806549bl 


Method 


BLASTX 


NCBI GI 


g2499115 


BLAST score 


495 


E value 


4.0e-50 


Match length 


133 


% identity 


73 


NCBI Description 


VACUOLAR ASSEMBLY PROTEIN VPS41 H0M0L0G >gi_1835788 


(U86662) VPS 41 [Lycopersicon esculentum] 


Seq. No. 


302397 


Seq. ID 


fC-zmse700836372fl 


Method 


BLASTN 
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